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70 



fxi} SEQUENCE DESCRIPTION: SEQ ID NO: 58: 

GATCTTCAAA TO3SACAAAT QCAAGCCTAT TCATCTTATT CCCAGCAAAC AAGTOCGACA 60 

TGTATCGTGT AlTiTlGTlG OGCAACCX^C TOCTOGTCaA AAD333CTTA AAATCTCAGC 120 

TAGTTTTAAA CGCATCCTTQ CAAAGTGTCA CATCTGGTCC TCTCGACACT GCAAGCAAGC 180 

CCATCTCAGA GATTTTCACA TTCCTTOCTG GTATAGGCAG GTTTTCAA03 GAATGTAACT 240 

CCTTGAAGTT OCTGATATCC CACAGICTCA TGGACTTATC TOCTCCOCTJ TGTAGCCATA 300 

TAGTAACCTT GCCTATCTAC OXGACACCA GTGACGGGCC CGGTAOC 347 
, s (2) INFORMATION FOR SEQ ID NO: 59: 

(i) SEQJENCF, CHARACTERISTICS: 

(A) LENGTH: 673 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
20 < D ) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {gencntic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1017I2 

25 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 59: 

GATCTTCTTG GCCTCGGGCA TCAGACAGGC GTAACTAATT TGATCATTCC TGGTGCG33T 60 

GAGGCTAACT AIGATGCATT GGAAGTTAAT OCTTACGAGA CGAGGAAGCA AAGGAAAGAG 120 

CAGGAGGTTA GATCCCTACT GAACAAATTA CCTGCT3ATT CTATTGCATT AGATCCAAAT 180 

GTGATTGGTA CGGTCGACAA GCGTTCT3CG CAGATTAGAT TGACCGCCAA AGACCTGACC 240 

CAAAICGCAA CTGAIGAAGA CAIGAAATCT AAGGAGAATA GAGACATICC AAAAGCAAAC 300 

CCIGCTGTGA AGAGTAAGAA ATTCAGGTCT GGGTACATTC CTCCGTAAGA AGAGGCAGAA 360 

TGITGTAGAT GAGAGGAAGT 1GAGAGTACA GAAGGAGTTA GAAAACGAAA AGGNWGCCCN 420 

CTTOCGGAAG CATXANGCTG CTGAGGNGAG CTANCAGNAG ATNCGANCIN COCTGNGGAN 480 

GCGTCAGCNA GTOCACTCGC NNIKNNCTCA OCCNNNATTG TT03TTNNCN GANTTCAGNC 540 

CANNNCNCCT CCCGNNCTNN NM7TTNCGCN NCCTNCNNir; AC3JCNNCNC ICCCNNTTCC 600 

NA^COCACNC OCCCNOCNCC N^r^OCCNNCN CCNM>INNNAN NCr^JNOCCO: CTCTTJCCCCN 660 

NDCCCCOCNT NCC 673 
£0 (2) INFORMATION FOR SEQ ID NO: 60: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 523 base pairs 

(B) TYPE: nucleic acid A f\ 

(C) STRANDEDNESS: single ^ J ^ 
ss (D) TOPOLOGY: linear J 



30 



35 



40 



45 



501 



SDOClO <€P 08661 29 A2 I > 





EP0 866 129 A2 






(ill MDLECULE TYPE: LTIA (gendtlic) 




5 


(vi) ORIGINAL. SOURCE: 

(A) ORGANISM: PAG1017RP 






(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 60: 


60 


to 


GATCAAOGTT GAAAACGAGC AQCGTGATAA AAAAGAGCAT GA<TGCCGATO TCCCICAAGA 




GGAATTTAAG ATTAAATATA CCTCGACCTA CTATAAGGTT GAGAATA'IGA OOCGTGTACJr 


120 




ACCACAGCAA TTAAAATATA TTtXATl'lCC AAAOoAiG^J AGATTTACTC CCGCTCGCAA 


180 


IS 


ctttaagggt agcaatggcg ttatagtgct atcggacaaa acicctgacg agocggtcga 


240 




ACTAATCAAA ACCCCTAGAC AGGAAAAAGA GACGGATGCT CCK7TOCCTG CTO2CTICAA 


300 




GGTTCAGGAT GACTTAGAAT TCTGAACTGA TAATTAGGAA GCtTTCGATTA TGTTCATTAG 


360 


20 


GAAAAAGGGT A'i'I'iTiTCTA GAAACGAAAG AACTUACTGA TIGCAGClCT CICTAAACAA 


420 




GTATATTATG AGGTGATTTA TTTCAACTGA AIUIUXTAA OGCCOGGCAA CTAQ3TCTTA 


480 




TCT1CT1GTA (JKJKXJJT-AG AGGTOGTGGT CCCCAANCGG CNC 


523 


25 


(2) INFORMATION FOR SEQ ID NO: 61: 




30 


(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 493 base pairs 

(B) TYPE: nucleic acid 

(C) S7RANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 




35 


{vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1017UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 61: 




AO 


GATC1CCA1C CACl/ITi'iUJ UL'lU/l'JU-T GAUClCVlCT GTGACITCAT CCTT3ATACG 


60 


OGCAATTAAG CCAGGOOCTC IGTATGCGTA CGCAGTGTAG AGTTQCACAA AGTGCGOCCC 


120 




LU,T1TUUCA AALMUoAHJJ CATUC1UUUL" ACEACTGATA CCACCACATC CAACCAAAAC 


180 




CAUoriUWITj 'lU-'lTlUlUl' ATIWIUIAT W1WJ0AAA GCTl'iTAGCG CAAATGGTTT 


240 


45 


CAUJUX'i'lt; ULTJGACAAGC (JUUL'IUUL'IU GITTITCAGC TCCTCATCGA CAGTGTACAG 


300 




CGAGTUiUX' CITHAWIBU 'IWJIUITIUU AAACGATGAT ACCCCCAATA CTCGATTTTC 


360 




■riuaaLoax iliujuwiuj atiujaauu,' tuul'Iuuotl' aaai ccgltig cgattttaac 


420 


SO 


AGGAAAGTTG GTTATGGTTA CTGGACCAAG AAAATQCCNC CGTGGNCAAA GATTGGGTTA 


480 




GCANAACAAG win 


493 




(2) INFORMATION FOR SEQ ID NO: 62. 




55 


(a) SEQUENCE CHARACTERISTICS: 

502 
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10 



IS 



20 



25 



30 



35 



40 



(A) LENGTH: 523 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1018RP 



(xi) SEQUENCE DESCRIPTION: SEQ 3D NO:62: 

GATCATCGTTC GAOSAGTACA CCCACTOOCT CTGGGCGTOC GTCAACTICG COGCGTGACA 60 

CCCGTACTIO TICGACGCCA CCGTCTTITZAG GAAC033CAC CCGGCC03GT CGTACAGGTG 120 

CATCITGTCG CAOGCCGTTG CGCTCAGAAG GTACTGTCCA TOSXGTOGA ACGACAGCGA 180 

CGTGA.TCOSG CCCTGTICCT TCIGCGCCAC CTTGAAAGAC TTGACCGCCX GGAACCCCGC 240 

CAATGTGTCT TTGTIGATCC CGATACTCAT CCOX'ICGTC TTOCAGCTTC CGGTCCTTGG 300 

CCCTCTCGCC GCTGCTCTGC ACTGCTGGCT AGCAGAGCTC ACCAAAATTT TTATAGCCAT 360 

GGCCAGGCCA AACTTCACTA ACTC30GGAAC CACACGACCA CAGCAAGCAA TQCCCTCAGT 420 

ATC7KX33TCG GTCOCAOOGT CCT333ATCG CTACTAACCC GCACAGCTCA AGCAGATOGT 480 

C^ACTTCAGC OCCGACCTCG OGCTOGTG3C GATOGTGCTG GCC 523 
(2) INFORMATION FOR SEQ ID NO: 63: 
(i) SEQUENCE (ZHARACTERISTICS : 

(A) LENGTH: 770 base pairs 

(B) TYPE: nucleic acid 

(C) s r rRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1018UP 



(xi) SEQUENCE DESCRIPTION: SB? ID NO: 63: 

GATCGCGTGT ACGACTTCAT GCGGATGCAC TACGTTATCA CDCAGATGGT GGTOCGGCGC 60 

45 GACTTTCGGT TCATOCQCGA CTACCTGGAG GTCCTGGCGC QOCGQCTOGA GCAACAGGAG 120 

TTGTGCGAT3 CCOGCATGTC TGCCOCTGTG CAA033GACC ACATIGCCCG ATACACGGAG 180 

CTGCTGATGC TGTATGGGCG GAAGTCTGGG GATGAGAAAA TGCTO3CG3A GCTCTTTGCC 24C 

SO TOCTIGGTCG ATAGTCTGCC TOGCGGGATG GGCGGAGCCA CTCITCGTCA GCCATTGCAT 300 

GAAGTCA1CA CGTACCTGAT CAOCGAAAAC CAGOCOCAAC AGGTGCTGAA ACTGGTG3CG 360 

O3CAT30GCA AGOCQGAGCC CAATCGGC3G CG3GGCAAAT OCTCCGTTCC AGOCACCTTG 420 

55 GCGCTGGTIG TTTCGGCCTT GOGACAGTTC AACAATCCTA ATCTCGTCGT GAGCTTTATT 480 



503 
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to 



GTCOCGCAT ACAGAAAGAC GCAAACGA3A GTaTTGCTGG GACAACTCGG GCTATGOTCT 54D 

CTQ3CATTIT AT33O00C33C TGTTTGCGCTC TCTCCCGAGG CQ3CGAAGTC CCCGCAGGAG 603 

CTGOX3CAGA TATOGCCTGT CGACX7TGCCG AAQ3MCTAA TACrGAAGTC CCOACCTGAC 660 

AGCTGATAAT GTQ33AGCTC TATCAGCGAA TCTATCCUAG AAOCGA.TCOC A3TK32CCGC 723 

3SAGGAGTAC CXXGPGATTT AATCCA3CTA TTIGCGCTTT ACCAO^CTT 770 
(2) INFORMATION FOR SEQ ID NO: 64: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 73S base pairs 
<B) TYPE: nucleic acid 
15 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MDLS2ULE TYPE: UNA (genome! 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1019RP 



(xi) SEQUENCE EESCRIPTICN: SEQ ID NO: 64: 

26 GATCCATGAC CCATGCTAGG TGGAAGG*GC CCTEACCCGC TAA2TCG3?C TCCCTCTTCA 60 

ATTGCCTTAT CAGTTTGGTA TCCACAGCAC CCACGTCGTA CAACAACCOC CCCATOAGOG 120 

TAGACITGCC 03CATCCACA TG3CCTAGAA CAACAAACGA CATATGGGGC TTCTTCTCAC 180 

30 GTACATATGC AGGGA1UICG AATGGGTTCC GCQGGTTAGT GG3CTGCACA ACCTTCTTGG 240 

0CGAO3GCTG TTOXCCTCC TTCGQCCGCG AATOCTCCTC CTCGTCCTCG TAGTTCTTCG 300 

GGGCCGCGTC CTTCITGITG AATTTCAGAT CGGCCACCTT CTCQOCCACC TGITTAATCT 360 

35 CAAAGGCTCG CTTCTGOGAT ICCAACACCA CGTCATCOGG CGACQGCTKT ATGAAATTGG 420 

CACTGGCCTG O'i'lL'i'LAGCT GCTTTATAGT TGTTAGGATA AAAAACTGAG AACACCTCCT 480 

CCACTCGCCT CTTGAGCTGG GTI'ITGCGTG GITCTGCGCA TCCTGTCTGT CTCGAGAGGA 540 

40 GCACGCTCGA CAGCTGCAGT GCAGGGCGCG CTGCAGGCTT GAAGGACGOC TGA03CTGCA 600 

GAAC^GGOCC CAGGGCCATC CACTGGTCTT OCCX7TGCCTC O7ICCTTG0G G33CGCGCTG 660 

CAACAGOCTT TGCCTCAGCG 7O30OGCGCG ACTGCTTCGC AGAGACGACA GCGTCTGCAT 720 

45 CAGCGACOCG CCCGG 735 

(2) INFORMATION FOR SEQ ID NO: 65: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENSTH: 740 base pairs 
so (B) TYPE: nucleic acid 

(C) STPANDEENES5: suigle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 



55 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1019UP 
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TO 



75 



(XL) SEQUENCE DESCRIPTION: SEQ ID ND:65". 

GATGOCAGAT TCATCATCGC TCTTATACCA G3CTCTATCT TCTTTCGACGT CCT0333ACC 60 

AAACGOGQ33 CTCTCTKJIG TCOCAAGAGG TOC/V33ACCC TCGGCGCGAT OCTCG3CCAG 120 

CAGAGTGGCA ATCTGGTCTT CATCCQCTAT CGCIUTCAOC TTAG3CACAA AAGOCAGTTT 180 

rrcCGTITTG TCGCCGTGAT CATCCTGCTC G#3CGTGCTC TTCTGATCTC TGCGACCCTC 240 

TGZAAACTCT TIGAGCTOCC TTOCTGCTGC CTIGTCAAGT CGCTTAAATC TCA033jTTT 300 

CIX3TTTCTCG OCACCQCTCC CCAAGCTCTG GTCCGGCTCC AGTCCK3TTT CCAGTTD3TC 360 

GTCCGAATCT TCGAAGCTCA Q33CGACCAA GTTTCT3GAT GTGT7TGCCT TGKGCGCTC 420 

CCOSTCAAGG ACAQCCTTCA CCGTG^K?TT TGIGCQCTOC TCCIGCGT£C TCOGCAGGGA 480 

TACTAGCftOC TCATGCAGGA ACTTCTCCTC CCCTTAAACT TGCCAAGCGC CATQCAGCTC 540 

20 TTAGTGAACT TCACTQGATC GTATGCATGC ACGOGCOCTA TATIGCATAT 03XTGCACA 600 

AACTTTCrcT GACATTGGAT G033ATGTTG GTC33MCACT CCTTCAGCCG GCXJIGATCGT 660 

CITAGCTOCT ACCGTACTTC CTCTCTCAGA TGCATGATGT GTACCAT03C ATCTTCAGCT 720 

2S TGACAGACTT CCATATAOCJT 740 

(2) INTORMATiaM FOR SFJ2 ID NO: 66: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 537 base pairs 
30 (B) TYPE: nucleic acid 

(C) STOANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

35 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1020RP 



(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 66: 

GATCGTTOCT GTTTCTGCGG QCAAAGTTCA GAATTGACCT AGTGCCAGAC ATGACAGTAT 60 

CGITCAAACT CCTCGGAGAG TTK3CCTTQ3 ATATCCACCA TGAAGACAAA AACCAGAGAC 120 

CAACAGCGGft TCCTACCAAA ATG3CCAGAA TACCGAAAAA (XftGTOCAAT TCTOCGGTTG 180 

CTIGACCTGG GACAGTGACG TTCATCOCAA ATAGACCCGT AACAAGATTC AAA33AACTA 240 

ACATIGTTCC AATCATAGTG ACCTTTCCCA ACAITTCAGT AACACGATTG TTACACCGGA 300 

AGGACTCAAC TTGCAATTCJT GCCAAGTAGT TACCATGTGA ACGGGAGAAA ATCTTCTCAT 360 

AGGACAGTAA ATTTTGAAflC ATCGGGAGGA CATGGTCCTG AATA3CICCC AAATAGAGCG 420 

CTATATCAGC TCTTGGTTGA GTGCGCIGGA CATGATGATG TTGTATGITC GftGCCmSCC 480 

S5 TGGCAGACAG AGGGTOoIGT CCGCTAGCCT GCAAGTTCGC AATGTTTATC TOGAGGT 537 
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(2) INFORMATION FOR SEQ ID NO: 57: 






(i) SEQUENCE CHARACTERISTICS: 




5 


(A) LEN3TH: 563 base pairs 






(B) TYPE: nucleic acid 






(C) STRANDEENESS : single 






(D) TOPOLOGY: linear 




1 ti 


<ii) MOLECULE TYPE: DNA (genonic) 




1 U 


(vi) ORIGINAL SOURCE: 






(A) ORGANISM: PAG1020U? 






(xi ) SEQUENCE DESCRIPTION: SEQ ED NO: 67: 






GATCAOCACC GTGCOCTTCG TGTACGCCTG CTTGGACATG GTGTGCGACG ACCGTGTvTTC 


60 




QCA'ITILTIA CACGTGAAAG CAATCATCAT CATCGQCTTG TCCACCTTTA TA^CCCGAT 


120 




ATULUJAAAl' 'IGA'ICTGCAA TAGGCGGTiT CIULOGTiT 1GCAGC1GCG ULGAACUJLT 


180 




CIGGAACCGA TGAGCTACCA AATGCCCCCC AAACACCG3A COCAGCACGT ACTOCATGCA 


240 




GTTACGGCTT G3XGGAGTA AACCAGCAAT CCTGAGAGGC COCATCGAAC GTCTAAGCAT 


300 


25 


TTTAAACAGT TATACGTAGT CAGCGGTTTT CCTAAAACAG GACATGAGAG TGCGTCGAAA 


360 




GAAGGCGTCA TCTCAAATTT TTCAACTTTA GA^GCGCTGC CCGAAAAAGC AOCGTCACCA 


420 




TTTATCTATT ACAAGATGAA CAGTTAGTGG TGCCGGCAAT TGTGTCAGAT ATATGTCTCT 


480 


30 


GGACATGGAT ACAAGACACT CTCGCCA^AG AAGGAU-AGG AGA'i'AGCA'JC GAAAA'IGTIG 


540 




CAGAAGXTG AGCT3GDTCA GAT 


563 




(2) INFORMATION FOR SEQ 3D NO: 68: 




35 


(l) SEQUENCE CHARACTERISTICS: 






(A) LENGTH: 346 base pairs 






(B) TYPE: nucleic acid 






(C) STRANHFITESS : single 






(D) TOPOLOGY: linear 




40 








(ii) M3LECULE TYPE: DNA (gencmic) 






(v-_) ORIGINAL SOURCE: 






(A) ORGANISM: PAG1C21I1 




45 








<Xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 68 : 






GATCTCACCC TGCGCACCAT CGAiLAALCCT GCATACQ005 GCGG1GAGGT CATCGGCAAG 


60 


SO 


QCCCCTOCCC GCACACTCGA CATOEGCCTC AATGOCCTGT CCGCTACCAA TOXGCQGCA 


120 




CGAACCCTOG AAACCGTGCC TATGAACATA CGCAAAGGCA 'lUa'l'I'lCCAA GCAOCGCAGT 


180 




CGCATCCGGG AGCACGAGCA GCTGGCCCGG GW7TCCGGCA OCGTOCTCGC CAAG3TCCGT 


240 


55 


CQCGGAGAGT TCCGGAAGAT AGACGCAACC TACAAAAAAG ACATCGAGCG TCGCATTGGC 


300 




506 
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4S 



ACGACCATCA AGQCTGCAGA COTTOCOCGC AAGAAACACC GCGATC 
(2) INFORMATION FOR SEQ ID NO: 69: 

(i) SFQUENCE O^ARACI'ERISTICS- 

(A) LENGTH: 562 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(iij MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1021I2 



346 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 69: 
GATCP3D3CT GGATGGCTQC GAGTTCAGCG CGGCGAAGAT GTCTGACTOC TG2AGAAAAC 

20 GCTG3AGCTC GATGnXTCT TCCAGCAGCT GCTTCTCGTC GCGGTCGSCC GCGGCAGATT 

T333COD333 CTCX33K7TCT AG3XCGGCG CCTIttXJGCT GCGGATOCGG CGCAGTICIC 
GTGGAGAAGG CCCQCIGTAG GCATCTGACXS OD3CG033AA CGAGATCACG CGC33CGFAT 240 

25 G33COGCCTC GIOGITOGAG CTOXTCflGG OGCOGTCCAT TTCG3ACTGC TCGTOGGATT 300 

OAGACTGTCC GGfiGCGCGCG TCTXCCTOGC TCTOCQGGTC ACTGTOGCTC TCGGAQGCGC 

togtocttct gtcqciqctt tgtocagcac gogtctiuic tacxtatccc atatcctcta 

30 O33ftG0CAAA CTG3GCCTCG AAQ3CQCTCC OCTO33NCCC GACT7K5CTTG NATTIATCTr 480 

CAATTGTCGG TCATCCNOGG GGOTTCTKK GOXCANGAA GTN1NINANC AGGAAMDDZT 540 
AGNAT-ff<JAW33 TTTTCAAATT CC 
(2) INFORMATICS FOR SEQ ID NO: 70: 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) 611 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: P/C1021KP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID N0:70: 
GA1CCTCGAG TTK7IQCGCG QCGGGTOXG CTCATTTACC TAATCCTGTC TATAGTAAAC 
^OTTGTTOT ATCTACATAG CGCACCTGTT GTAACTTA3G CTGCACGCAT GCGCGGGCGC 
ACGICCCCCA OCAGCGCCCG GTAGAACGCC TGGCCCGOGC GCCGCCCGCC CAOCATGCAC 
^33CGCAGCC ACGGITTCAT CGTGATCAGC A330CAGTCC ACAGCGGGCC CTOCACCAGC 
GOGATCAGCA GSAOGTCOOG CACCACCACC TTGGCGACGA CCAGTGCGCT GATCCCCGTC 



60 
120 
180 



360 
420 
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60 
120 
180 
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Nsnnrtrv -to haaaipqa? i •> 
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TCQCXXTTCCG OCGTCOCCTC Q3XTOCTTC TCTG0203IA a3TCTOX.1lj GICCOLULT" 


360 




5 


'iLL'i'iGQOCA LUX*lGOJ_U GAACGTCTIT TTOSAACCTG AOGTCGGGTA TCGrTATTQC 
TlUJUGICCA TIGGAACX33L' lUl'IUUJUUl' C^^aOiAiX, ATiCC'lUUUC TObTi'lUJlT 
TTTACGAAGA OGAUX'lUJb TGAGAATGKT AGTTIX33CCA CIN3CX3WCC OCAGGAAGGA 


420 
480 
540 




10 


CCO^GAATTC AAACCAOCTG AGTTGGQCGN (XGN5TAAAA ACOCTAAGTT A3TQC24NTGC 


tOC 




ATJACCCNOCr C 

(2) D^TORMATTON FOR SEQ ID NO: 71: 


611 




IS 


( i ! SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 346 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS: single 

(D) TOPOLOGY: linear 






20 


(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1021UP 






25 


{x±) SEQUENCE DESCRIPTION : SEQ ID NO: 71: 
GA'iUXUJIU Ti'lLVIULUG GiACIX>TUlG CAGULT1UAT (XTIUGHUULA ATGOGACGCT 

OGKUJivrrv vrixjrpujvr qluiltwilt tdllgaactc ucculgaoju aclttuxga 


60 
120 




30 


CG&CGGTQCC Q3X3TCCCG3 GCCAGCTGCT CCTCCTCCCG GATQOGACIG CGGIGCTTGG 
AAACCATQCC TTTG03TATG TTCATAGGCA CGGTTTCGAG GGITCGTGCC G03CCATTO3 
TAG33GACAG OXATTGAGG CGCATCTCGA GTGTGCGGGC ACGGGCCTTG OCGATGACCT 


180 

240 
300 




35 


CACCGC033C GTATGCAGGG TTGTCGATG3 TOD3CAC333T GAGATC 
(2) INFORMATION FOR SEQ ID MD:72: 


346 




40 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 438 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 






45 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAGl 022RP 






SO 


(xi) SEQUENCE DESCRIPTION. SEQ ID N0:72: 








AN^J^K^^^^3NN nnnanostog gcxxtixxjiwg AAiw^roasr ctitctuccg gxtotgtgc 


60 




ss 


AGAAAACGAG ATTCTQG3GA GTATCTGAAA 'I'lLTJ'lUl'lU CGCCGAGCCG TCTQGG'JCIU 
<XTCAACCGA CAGCCAGTTT GCGACAGGAA CTCAAGCTAA 'lTRJGTlULT G3AGGTGTTT 


120 
180 




Nsoocm- -fp 
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40 



46 



TGGGGCTTCG OTITTTCAGC CTTTCAGGAA ATCTAGAGGG QCTGT3TGCT TTGAGGCIGA 240 

AATCAGGGGA ATAGCCIGAA TTTG33AGDG TGAATTGAGC GGTTATATOG AACTGTGGTA 300 

CATCQ^XCACA CTCIACCACG AGGACAGOGA ATATCTGACA GTAGGGCGTC CTTCGTAAGA 360 

ACACAGTOTA TCCX33TGAGA TAGGTGTTGA TTGACTTCTAG OGCX3CTAGGT ACTCTTEAAC 420 

TTTCAGT033 TCmTTTT 439 
(2) INFORMATION FOR SEQ ID NO: 73: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTC: 461 base pairs 

(B] TYPE: nucleic acid 

, <C) STRANEECNESS : single 

(DJ TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 



(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1022UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 73: 

GATCCAGCAG ACGTITEAAT CACCGATITT TTCGGTAACA TTCAAAATAT AATTXCTCGAT 60 

GACAGTGAGA TAGAT3GTGA AACICCAGOT GGACTTACQS AATCTOGCCG GACT03CAAT 120 

CTOCTAGAAT TCGCAAAAGC GAAATITTTT GGCANIGTAG ACGCAGAGAC TAATGGCACG 180 

CATAAAAACG TGATTCCAAG CTATOCAGTC GTAAATGAGG ATTTACTAAG TGGOGNANCA 240 

AATOCATOCA CAAACAAAAT GATAAAATTG TG33GQMTA ICATCTTCCT GGCACTAACG 300 

TCATIAAT3A TGAAGTACQC CAACACTGAA AACATATCGG GTAGTCGAGC ACTATTATGT 360 

TIK^ICTTAGA AAAAT3CTTC A1GCITCATC GAATTAAGSC G3CAACAAGT QCAAGGTTAA 420 

GAACGGAATT TTACTATAGG CGCGAAATTT GTATATATTA T 461 
(2) INFORMATION FOR SEQ ID NO:74: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 213 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

{11) MOLECULE TYPE: LTiA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1023H 



SO (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 74: 

GTCGAGAAAA CAGAGCTTGA G3TCCCACTC TICTTTTTCA CIGCGGATGT CTCTGTCTGC 60 

ICCACGAOCC CCACTTTCAG ATTGIGGTGC ATCAAGCGCT GCAAGTGGAC T1XX»GACQ3 120 

55 GTGTCTOGGA TG3TOCAGTA CGCAAACTTC TTGTGCTTGT GATCAGCGGG GTCTGTOTCG 180 
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TGTACCGTAA GCTTGCCGG3 CACCAGCTTG ATT 213 
(2) 2NP0RMATICN FOR SEQ ID NO:?S: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 725 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA ( general e} 

(vi) ORIGINAL SOURCE: 

(A> ORGANISM: PAG1023I2 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 75: 



20 


GTCGAGOGAA GTAACCAATA 


TATTCACGAG 


GGCTACCTAT 


GGCATCAATC 


AGACGT1ULU 


60 


AACCAAAGAT CGTCGGGTGC 


TGGGTGATAG 


CGCTTCTGTG 


TGGGGTCTTG 


TGTGCAAQCG 


120 




ACAACCTTCA TACACGCGAT 


ACTTOCTGGT 


TAGTGTTAAT 


CIX^ACAGCG 


GTGAAGTTAT 


180 




CTTCGATGWT TTCAAAGM33 


AGLGTITILT 


GA03GAGGCT 


TTGGAGACGC 


GAATAAAATA 


240 


25 


CACAAACCCG AGTGAAGTIG 


TGGTCGGAGA 


TGOCCITGGC 


TCAGAAATCG 


AAAAJo'iG'l'J' 


300 




TCATACTTCA GATICCGATA 


TCACTCTAAA 


TAGGATCGAG 


CTCGTOGGGT 


TGTATGAAGA 


360 




AATCITCAGT GAGCCGCACC 


CAGCCTTTAG 


GGOCAACGTT 


CCTCTGCAAA CAGCGCTCAT 


420 


30 


GCTGGTGCAT G3CTACCTAA 


CAAACTTCAA 


AAATGAGAGT 


TTACrCTTCT 


TCAAGGAAAA 


480 




CTTTAAACCA TTCIGCTCGA 


AGACGCACAT 


GATTCTTCCC 


TTCTAGCGCT 


ATTOGAAGCT 


540 




TAGATAT7TT G333ACAGTA 


CAGATAGGAG 


CAGTAAAGGT CCCCIUITAT 


QOGTNTTAOG 


600 


35 


TCAANCTAGA ANAACTAGGG 


TTA203ACTT 


OGAQSACTO3 NTTGAAAGGC 


CTTNTAATTT 


660 




GGrrCAAGTCA ANT^GTTGN GO^^IGCCAAN 


GATTCACNAG GNQGGNATIN 


TCATGQCTCG 


720 




GAATT 










725 



(2) INFORMATION FOR SEQ ID NO: 76: 

(i) SEQUENCE. CHARACTERISTICS: 

(A> LENGTH: 659 base pairs 
(B) TYPE: nucleic acid 
4S (C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
so (A) ORGANISM: PAG1023RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 76: 
55 TGCCCGGCAA GCTTACGGTA CACGAGACAG ACCCCGCTGA TCACAAGCAC AAGAAGTTTG 60 
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30 



MJTACTOCAC CATCCCAGAC ACaXTTCTCG AACICCACTT CCAGZUCTTG ATGQCCACA 120 

ATCTGAAAGT G3G33ICGTG AGACATCCGC XJTGAAPAbG AACfiGTGOGA 180 

OTICAAGCTC TGTTTICTOG ACGCTA033A TAACAG33TA ATACAGATAT CAGATCTAA3 24C 

CTTOCCTCGT CKXXGCCGGG TCACCCGXC AGCGftCATGG AGGCCCAGAA TAOXTCCTT 300 

GACAGTCTTG ACGTGCGCAG CTCAOQ3CXA TCATGTGACT GTOXXXCCTT ACATTTAGOC 360 

CATACATCCC CATCTATAAT CATTTOCATC CATACATTTT C^TOGMDGC ACQ3CG2GAA 420 

OZAAAAATTA CGGGTICtTCG CTGN£GACCT CXSAGCAGCG AAAOXTCCC CTCACfiGACG 480 

CGTTM3ATTC TTOCCCACGG OagGCXXNIG TMjAGAATNT AA#3SITAGG ATTN3CAATG 540 

A03IWCTCCT TTCAMTITCT CCCTTTTNAA ATCNTTGTM3 GTCAAGTCTTr CANATCAAAT 600 

TCCCAACATT AACACONTGG TEAGOGAAGT TOKNTTTCNJ QQ30CCNN3A TTANITCCN 659 
(2) INFORMATION FOR SEQ ID NO: 77: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UENSIH: 646 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: Single 

(D) TOPOLCGY: linear 

<ii) MOLB2ULE TYPE: (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1023UP 



(xi) SEQUENCE DESCRIPTION: SEC? ID NO: 77: 

GATCTCAAAC CTGAGAATAT TCTACTTCAT CAATCT33IC ACGTTATGCT TTCTGATTTT 60 

35 GACCTGTCAG TACA03CAAA AG3AACCAGA AATCCTCfiGG TTAAGQGAAA TGCCCAGTCT 120 

ICOCTTGTCG ACACAAAAGT TTGTTCTGAT GOCTTCAGGA CTAATTCTTT TGTTGGAACG 180 

GAAGAGTACA TTGCAOCTGA QGTCATCAGG GGAAATGGCC ATACAGCATC CGTGGATTOG 240 

40 TCGACATTGG GTATACTTAC TTACGAAATG CTCTTTQ33T TCACTCCTTT CAAG33CGAC 300 

AACACAAATC AAACGTTCTC CAATATTTTG GA^GAATGAC GTTTATTTCC CAAACAATAA 360 

CGATATATCT CGCACTTGCA AG3ACITGGA TTAAAAAGTT ATTQ33ICAA GAAAGAGAGT 420 

45 AAGCGACTTC GTCAAAGTTT GOCOCCAACT G^TTAAAA AAGCATOCCT TTCTTTEAAG 

ACCCGTCCAG T033CGQTTA TTGGAGGGAA CCAG3AACCT CCCT3TTATC CCCGTATTGA 

CG3GAGATGG GTACGACTTT GGAAAGNTAT CACATTAAfiG GATGTTAAAA AG0X03GAA 

50 TCraSCCCAC CCCCCTTAGT CTCATATTCA AAGXGN33T TCNNZN 

(2) INFORMATICS FOR SEQ ID NO:78: 

<i) SEQUENCE aiARACTERISTICS : 

(A) LENGTH: 557 base pairs 
55 (B) TYPE: nucleic acid 

(C) STRANDETKESS: single 



480 
540 
600 
646 
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(D: TOPOLOGY: lu.ear 

[ii) M0L£OJLE TYPE: DNA (genomic) 

{vi) ORIGINAL SOURCE; 

(Aj ORGANISM: PAG1024RP 



20 



Cxi) SECUFKCE DESCRIPTION: SEQ ID NO: 75: 

ATTCNNNgQW CArvM-GT03G GOGGAGCGAN TKGTOGGTCA QCANGGTGCG CItX33TGTGT 60 

GC02AQCCGT TO3CATOCTC GCGGAICCTC GCGTOCAATA TACCAGAATC CATCATGCTT 120 

CGCraQCICT ATATTGACCT GGTGGCCATA TA1GAAAAQG COTPDCTTGA AGTTTTCrEftS 180 

AAACTOoICT GCCTGAGAIG GCGIAGCGAA CCCAAGGAAG CATTTATTQC GGCATTTACG 240 

AGGCCTGGAA ACACTAACTA CCCCGTACTT CTCATCTAGC AGTGGAAC333 GCACGTCTOC 300 

GGAAGGAA3T OGCTCTQ32A ACGTTTTCTC CGC03ATBGA QCATATO33T TATCCTTGTT 360 

GATGGACTTC AACAGTTGTC GAGCATATTC TATCCTGGAG QCATTTGACG CTGGCAAATT 420 

TGACAGGTAG ACACTGGATG QC03CGTTAG TATOGAATCG ACAGCAGTAT AGTCACCAGC 480 

ATTCACATAC GACCGGACGC ATGATATTAC nCCTTCNJ.' ACTTAANITN CCCAATGTTN 540 

N3CCAGATTN AITTTCG 557 

(2) INFORMATION FOR SEQ ID NO: 79: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 334 base pairs 
<B) TYPE: nucleic acid 
<C) STRANEEEMESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1024UP 



40 (xi) SEQUENCE DESCRIPTION: SEQ ID NO:79: 

GATCTAAATT CCCACOCCGC TGCX3GCGGTT TCTCIGCGAG TCTTTGCCGT GAAOCACGAC 60 

ATAATOGAGC CCAAACAO>G CAAGATCGCA GAGAATCAAG CTTATGTAAG TCTCACGTGA 120 

45 CTCGAN3CGT GCAGAACGGT ACGGGTGTGC ACTGCAGGTG CCACGCCATG TCTCACATGG 180 

TIGTAACACG GCOOGACCGC G3TTCGGAAT ATCAAACAAA CATAIGTTTTG CCGCAAAAGG 240 

GACTGGTTCC CGCAGCTOOC ACCG3ZAGGG QC3V2ACOGCG GCAATGCAGA GTCGCGTTAG 300 

50 QGTOCCGTCG CCCGGATGGG GCAGTGTCXXT CGCC 334 

(2) INFORMATION FOR SEQ ID NO: 80: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 621 base pairs 
55 (B) TYPE: nucleic acid 



25 



30 



35 
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30 
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55 



(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: TUh (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1025R? 



(XI) SEQUENCE DESCRIPTION: SEQ ID ND:80: 

GATCAGCCCG TTQCX33CCGC CGCCGTTGTA CTTCTGGTTC T33ATOGACC CCGGCGTGAT 60 

GXOCTCICG TTQCOGTACT CUTC3CTGCT GCGCAAGTCG CACITCAGCG CCACTAGCAC 120 

CAGCTTCACG CCCICGCAGT asroOQCAAT TTOGCTCflOC CACTTGTICT TGACGTTCTC 180 

CAGCGAGTCC OGCG*3TCCA CCGAGAAACA CAGCATAATC GTGTGTGTGT CCGAGTACGA 240 

C^GOGATCGC AACCG3TCAA ACTOCTCCIG CCCAGCAGIG TCCCACAG3C TCAGOGTGAT 300 

GTOCTGGTTG TCCACGAAGA TGTCATG3AT GTAGTTnCG AATACCGT03 GCTCGTACAC 360 

CTICGGAAAG TACCTCGCGT GAACACGTTC AACAGCGACG TCTICCCGCA AGCACCGTCT 420 

CCGAGOATGA CGATCTTGCG CTCGATAGGA TGCTTCGACG ACGAGCICGA CCACACAGAG 480 

GCA1CITGTG TITGTAGAGC TGGTOGTGGG AG2TCCTCTG ATGCCAGICC AOGCTACAAA 540 

TACAGCG7TT GAGACGAAAT ACTAGCTGCT ACTGTCCTTT CTCTCTGACG AGCTGCACOG 600 

03ZATCCCCG TTATAACTGT C 621 
(2) INFORMATION FOR SEQ ID NO: 81: 



<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 522 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANEEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1025UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 81: 

45 GATCCCCATG AGAATGAGCG CATCTTGGAT ATGGCG3CGG CACCCGGTGG TAAAACCACC 60 

TATATATCTC CCATGATCAA GAACACTOGT T3TGTCTTTG CAAATGACGC CAACAAG3CA 120 

AGAACGAAGT CCTTGATTGC GAATATTCAC CGTCTCGOCT QZACGAATAC AATTCTCTCC 180 

AACTACGACG CCCGCGAATT CCCTAAQ3TT ATO3TTGGAT TTGACAGAAT TCTACTTGAT 240 

OCOXTiUCT CAGCTACAGG TGTTATCGGC AAAGATCAAT CTGTGAAAGT AAATCGTACT 300 

GAGAAGGACT TTATGCAAAT TCCACACCTG CAAAAGCAAC TGATATTATC TGCAATTGAC 360 

TCTGTTGACA GCAACTCCAA GCACGGCGGT (JICATTGTCT ACTCTACTTG TTCCGTTGCG 420 
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GTIGAAGAAA PCGZCXXXXT? CXJTCGAATAC GCCT.ZCGGAA GfiGACCTAAT CrCAGCTGTT 480 
GAAAOX3GCT OQCTATK3GT AA33AA3QCT CACTAGCTAC GA 522 
(2) INFORMATION FOR SEQ ID NO: 82 : 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 503 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 
iD) TOPOLOGY: linear 



(ii) MOLECULE TYPE: CTiA (genomic) 

(vi) ORIGINAL SOURCE: 
75 (A) ORGANISM: PAG1026RP 



(X3) SEQUENCE DESCRIPTION: SEQ ID NO: 82 : 

20 GATCCAATTG CIGGTCATAC ATACGCATTA ACAGATTTTA TTACTATCJIA TCCAACGT3A 60 

ATTGCTATAT GTACCTTATT ATCGCTTTCA TAAAGATGCT TTAATTTCTT ATTCTGAATC 12 C 

GGAGTCGTTT GfiCCOGCGCT TAGACTGGTT ATOCCICTTG CCATCGTTTT TCTCGAAAAT 180 

25 GAAAATTCTA OCTTCAOGCT CGOCTGCA33 CTTAGTCGTA TOCTGCTCAT TGTTAGTTCT 240 

CCTATGACQC TATCCTGGGA AGCTATCCCA CTOCAATTTG TGCGACCTCT CAAGCTTTAA 300 

ACCATGCTCC TTOGCAAGTA CCTTAGQCTC OCAAGAATOG TATGGATCAC CGGCAAATAG 360 

30 GGACAAAATG ATCCTCCCCA TATCATCAGA TGATTGTTCT TTTTCCTACT TCATATOCGG 420 

AAAGATGGGC AACAACTACC TTCTTATTCG CCAGCTTGAT AGTTG1TTAC AGCTATCAAA 480 

AATATCCCGA TAGAGCTCTG AGCTCTCT 508 

35 (2) INFORMATION FOR SEQ ID N3:83 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 594 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
40 (D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: IMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1026UP 

45 

(xi) SEQUENCE DESCRIPTION: SEQ ID ND:83: 
GATCTAQCAG flCTAGACTCT CTATCGCATC AAGTTTCTGT TTTCAAGTCT GGGTTTCTTG 60 
AGCAACCTGG TGCCCCTATA CCTOTGTCftG ACGCACAGCG A«3ZAGACGT CTATCGftCGA 120 
TGICGAACTT ACAGACGAAA AAACAGCOCC OXCAGCTAT TCCAGAGOCA GACGTATCAC 180 
TCCAGGCTAT CAAGAAGCGG CGCATGTCCG Cr^3STCTTC TACCTCCCGT AAGTCGGGTT 240 
CTGCCCAGCC- TATTAGTGTT GTGCCACGGG CCGCAGCTTC AGAGTCATAT GTGGTTCCAC 300 



55 
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55 



CIOJK3JVGC TCCTCTGAAG AAAG**STCTG CGGATGACTT ATITCAAACG ACTCCTTCCT 360 

TTTATX^AAOG TTACACTATT 'TCCACACIUA. AAGAAATACC GAAAAACATT QCAGATGAGG 420 

ACTCTGCOCG ATATACCGTT AACGAGGATA GCATCACTAT GGCTGACCTT TOGAAACCTC 480 

TATTCCCGAT AG3TGAAGTA TCTGATAATT TCACCGGGOG AA^GAAGCTG CAAAAGOCAA 540 

GATCGAAGCT OC3GA^GAAOC COCGOGAACT CCGACAGATC GCTAAGOGTC AATC 594 
(2) INFORMATION FOR SEQ ID NO: 84: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 454 base pairs 
r5 (B) TYPE: nucleic acid 

(C) STRANDFXNESS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (generic! 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1027RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 84: 

CATATCGAOG TACTCTGGCG TITGTTCTTC TTCGTCAGCA GGAACGCCGT CCG3CATAGG 60 

CTTfiCTGftCT TTCACAGACA TGATTCTTTT GCTOCAAGTA AACTATATTA ATO3CQCTGT 120 

CAAAAATGGT AATAGTAGGG AAAGAGCAAC CTGAGAAGCG TCCAOGGOCT GCGATAAGGC 180 

CTTTTTACCT ACnAGCAGTGG ATACAGCTAA TGTTGGAATC AATGCAATGG CTCGTGTCAG 240 

AATTCTCOGT TTCCATGOGG TTATAGTCCA GCGTATATGG CCTCCOCATA CTATTTCTCC 300 

ACCTATGGTA CAGACAATNC CTGCCGATTG GCCOGAGATT AAGAGTGCGA GCATGAATAT 360 

CCTACCTGOC GCTGGTGCCA AAGTGTTGGA TAATAGGTGG TGTA1GGTGT ATAGATCOGC 420 

ATCGAT3GCT TOCG03STAT CATACAGTGC GCTA 454 
(2) INFORMATION FOR SEQ ID NO: 85: 

(i> SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 446 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS: single 
(D> TOPOLOGY: linear 

<ii) MOLECULE TYPE: LNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1027UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 85: 
CATCAACGAG TAAAAATGCC AGGTGTTTOC GTTAGGTACG TGTCATCAGT GCTAGTITAT 60 
OTTTTOGTAC G3CTOCTOCG G0300CTI1C TOGGAGGTTC CAGCGCTCAT ACGTTATGT3 120 
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AAGATGCTTC GATCOGW33 GTTGCGAGAA GGAA1»33AA TGTGCCASGC aGGPCr.UJi 180 

GATrarnor asaaogtcoc: TGaciGrcrrc aaatatgaaa tcatiotxg aa?>cttagct 240 

TGCTACOGW3 TCCAGCATOC AGAfiOGTOCG (XCGAAOCTA GCTGA03CTC GATGAGACGG 30C 
TGGCOGAAAT CCTTCGATCC Q»3CCAAtt3 OCWXTTACC TACCAOCTTT TAATGTOCCC 36C 
GCCTACTAAC ATGATATACA GAGftCGTTCC ftXTCAAGaS TTCATCAACG CraCGCTTC 42 0 

ttttcttoca aagaca^jt aasttg 446 

(2} information for ssq 0 10:86: 

(l) sequence characteristics: 

(A) LENGTH: 551 base pairs 
75 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (genanic) 

5,0 (vi) ORIGINAL, SOURCE: 

(A) ORGANISM: P2G1028RP 



25 



30 



35 



(xi; SEQUENCE EESCRJPTION: SEQ ID NO: 86: 

GATCATGCAA »33GAGZ¥3AA QGftGA?Cftft3 ICTAAGAAPC AG3GCACTAA ?GAGAAGAAA 60 

GCCAAAA^GC &33AGAAAAA QGA£CTG£GA AACA1CATK3 AGG2CTCCGT TGAGCAAAAT 120 

AAGCTOOIAC TCATAGAAAA QSTOGH3GAA GAAAGAOGCC QCK3GAK33A GAAAi^ACCTT 180 

GACATCAA3T 7CA33TATO3 Q3A£GTTTeG CCAGAA?CTT TIOGCTTGAC OCCCGTGAG 240 

ATATTTATGG CTGACGACGC TTXCTTGAAT GAGTAIATTG GCCTCASGAA ATTTCCAOCA 300 

TAT/CAGZAA A03AGTIOCG GAACAAAGAT AAAAGGAAGG TCATGA#33C TAAGCGTCTA 360 

AAAGAAT3GA 0GAAAAW3GT GTICAATAAC GAAAATO33T TGGCOGATGA GGATT^33DC 420 

CTIGATACCC AOOCGCXTCC TAAAAAGG?G AAA£G3CGTT CTAAGO¥IAA G/O^JIA?G 480 

TAATATTACC GTCTTTATCT PCGTVCVGCC GTAATTATAT TTTOCTATAC ATATAIATTA 540 

ATTTAAACTT T 551 

(2) INFORMATION FOR SEQ ID NO: 87: 

ti) SEQUENCE CHARftCTERISTICS: 
45 (A) LBtfTTH: 628 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEHESS : single 

(D) TOPOLOGY: linear 



40 



50 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1028UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 87: 
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GATO03C3TC CG3C/CAG3C CTQOCPCCN: CCATOGCCGC ATGCTTTTCXC TAAGATGTCT 60 

CAGAATTAOG C03CCGCTCA GQ0Q3XX3OC ACCCCCICCA TO2TTTIQ33 CCAGGAAGCC 120 

TTCCACGAGC T33XGACIC GCCTGOZAIG TCAATGTACA TGTCGCCCCA GACCCATAGG 180 

CTCAAQ332A ATOGCGGGTA CCIGTTQCCG AOD3CTTCTA TCTCCGACCC TICGSTOCTC 240 

G^TCAOOCG QCCGCCCTCC GTCTTCICAG TCATTGACAT OXACCTTCT GCGTACCCCG 300 

AACTTTAACA TGAATGACTA TGTOCATAAC CTITIOiGCC OCTCACCAAG AATAGACCCG 360 

CCAQGTAGCT CTQ3GAATAT ATAG332CTC QCACACATTT AGCGCACAGT ATACTAGCTA 420 

ATCCTACATT CTCTGTCATA GTAATOCCTA TGICAGCACA OTIGCCGTAT AATTTCATTA 480 

nTCCK7TTT CATAAATGCT GACATATGTC ACGTG3CTGG ATCAGCACGT GATGGCAAAA S40 

TTC7TTATGAA TCAGCCKTIT CATXTTO3TCA GACAATACAT TATACAOTCA TCCATCTCIC 600 

GGTATGATAC GGACTCTCTC ACACTGGA 628 
(2) INFORMATION FOR SEQ ID NO: 88: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 655 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1029RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID ND: 88: 

35 GATCGTAACA CTCTOGAGAA GTGGAAAGAG CTAGTCCCTC CGAGCTGTAA ACGATGCATG 60 

gatqcscttc ATCACAACCG GTACGACACC GOCGAGTTTC CGGAGCACAC GCTCGAGGAT 120 

GTQ33AAAAG QCGTTOCOCG CCATGCAGTG GTATACCATA TTQ33ZCACT GTGGCAATTT 180 

40 CCCATGGGAC TCGATCGGCG CGTQCTGCAG AGCTCAAAGA AGGTTK5TGT GCTATTCTCG 240 

AAGATCGATA TOGTKXJTQZA GAGACCGTCG CACATCCCGC AGGACGTAGG TQCATITMTT 300 

CAGAGCTTGC TTTATCATGA CCTGCATGTC AAGATCACGA ACTTCCGCTT CTTTTCTGCG 360 

45 CTGAAGCAAT GGAACATCCA GACGGTGCGG AACGCTCTGA GTAAAGAAAG TTACTTACTT 420 

QGCGGGCCAA ACGCGGGCAA GTCGTCATTG ATCAATGCCC TGATGAAGAC TGTTGTTTAC 480 

GAAAGTCGGC GICTCGTATC CTCAAAGCAG TCCTCIGCGA OXCTOCCGA CCTGCCTCCA 540 

50 AAAGCGCATT TGGACATCCA TT0TCCQ3GT CTGAGCACAA TACCGAACTT CACICGCCAA 600 

CCCAGCAATA CGATATAAAG (XXIAAGATCT CCA03ATTTC CAG3CTAOCG CACAT 655 
(2) INFORMATION FOR SEQ ID NO:89: 

55 (i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 638 base pairs 

(B) TYPE: nucleic acid 

(C) STFANDECNESS : single 

(D) TOPOLOGY: linear 

;ii) MXECJLE TYPE: DNA (gencmic) 






10 


;vxi ORIGINAL SOURCE: 

(A) ORGANISM: PAG1029UP 

!xi) SEQUENCE DESCRIPTION: SEQ ID NO: 89: 
GA'lUTCGIUi IGTiTRJCAA CTTGGTGCGT GAOSCGATAT CTCA03CTTT GCGTOCTGAG 


60 




15 


CATGATTATG AGGTGAACAA GATGCGCCGC GCGCTCTCCT TACTOCAAAA GCTGTATATT 
AGGGATAGAA GGACCAACTT CL'IL'IUJUUG ULLAAUJJJLi ACUALTIL'IG Q3TCATTGCG 
GATACCACGG TGAAAAACTG CGACATTACA ULTCIULT1C TTTACTTTGA TGAGTTCTAC 


120 
180 
240 




20 


AGAGAACAGT TGGAT7IGTT CCTGGCGCAG OTCCGTGCTC GGCACGAGGT CCCCAGCGGC 


300 




25 


GATCTCCTAG CGTGGGAAAA CGATATAAAA GTAAAGTTCT TTAGCGAGAA GTCATCGAAG 
CACOC7ITCGT GOXJl'lCCCT •JOJOCTGOGG AAATTCGAAC TCGTACJGCG UX'iTXG'iTr 


360 
420 




ClGi'lUXCT TTCGCGAGCG GGTCGCCTAC TITGAAACGC TGATACACCA CGACCGAOGG 
CQ^TTGCAGG GACGCCACAC AG3AOCAGCC TTGCGCCIGC OOGAOCTGTA CTTCCCGTCG 


480 
540 




30 


TCGOOGOGGC AOJLUUCLAT 'lA'lL'lUJAGG AACAAGATCC TOGAAGATGC ATACSAGGCG 


600 




TATTATCCGC TGGGCGAAGA CTTTAAQGAC CAGCTGGC 
(2) INFORMATION FOR SEQ ID N0:90: 


638 




35 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 






40 


(ii) MOLECULE TYPE: CNA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1030RP 






45 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 90: 
GA'ICIUITIG T1ULULAAOG CITCCCAAir; GATGTOX.TG AGAAA03GGT G3333CGGAC 
CTCTGCGCCG TCGTIGACCG CACCGAOJLG GTGLT1GGGA T1GCGGTTCA AAAGGCCCTT 


60 
120 




SO 


GACAAAGGAG CGACCTTOOG GCGATAGCAC GTOXTGGGG AATTTGACCT TOCX2AAfi03C 
AATCTTCTGG TACATCTTCT GGTTGTCCTC TGCAAAAAAA GGCGACCAGC CACAGCACAT 
CTCGAATATC AAGACGCCCA GOGACCAGAA GTCAACCATT TTCGTGTAGC CGGTCTCATC 


180 
240 
300 




S5 


GAGCAGCAGC TCGGGCGCTA GATACTCGGT GGTACCGCAG AA03TATTGG TGCCATCCTT 


360 
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TAQGTCOGCT TTTCAGAGGC CCAAGTCACA TAGT3CGATA TIGCCGTTGG CGTCTAAAAG 420 

GATGTITTCT GGCTTGAGGT OXGoTACAC GATATCATTA 'lUmtiftflOGT ATTCCAACGC 480 

5 AAOCACCAAC TCCGCAATGT AGAACITK3C CCOL'ILt_'lCC QOGAACCGAC CTTCTTTCTG 540 

AAG3TGCCAG AAAAGCICAC CACCGN1CAG GAAGTCAGTC ACCAAGTATA AGTCTGIGGG 600 

CGTTTGAAAA GAAAATTICA ACCAACAATG AAGCGACACG ACITTGAGCA GTACGAACGA 660 

'° GATGTIGCGC TCACCAATAG TATGTGCA 

(2) INTCRMATICTJ FOR SEQ ID M0:91: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 751 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG103DUP 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7IH: 646 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genome! 



S19 
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25 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 91; 

GATCGATTCC CTCAGCATGT TTTTCCCTAT CtTCCAGGTT TIACATGGTG ACATIGCGGA 60 

TGCCGAACTA AAGAACCTTA TGTCITTGAA ACTCTGGAAC ACTTACGGCG GAATTCCTGA 120 

30 ACGCTGGCTA TTCACTACTC TCTACAAGAA ACAGCAAGTI ACCGTAAATG ATACCGTOCA 180 

GCTCGAGTGG TATCCTTTAC GOCX^GAGTT TGTAGAATCA ACCTATICCC TTTACAGGGC 240 

CACTAAAGAC GCATITLAIC TGAATATCGG AOGAAQCATC CTCCAGGCTC TATCAACQCG 300 

55 CITTAAAACG AAATGTGGGT TTGOGGGCAT ACAAAACGTC ATAACGGGAG AGCCACATGA 360 

TAGGATGGAA TO3TlCC?ITr TGGGCGAGAC CTTAAAATAT CICTATCTCC TCTTIGACGT 420 

ATCCAATGAA TTGCATACAC AAAAACGCAC TAACCAAATA TTTAGCACTG ACGCGCATCC 480 

40 ACTGIGGTTG ACTCOCTCGA TGAA03CTCG CTACGAAAAG AACAAGTACT GTCAAAACGA 540 

CGTGTATATA CAGAACTTGC GTCGCCTACA GGAGCTIGAC CAGCIGAAAA GCCGTGCCAA 600 

ITCATrCACT GCAGAGGAAG CCATGATACC AGCTTCAGAT TTCAAAACAG AAGACTCCGA 660 

GGAGICTTIG AAGGACCGCG TIGCAGCGCC ATACTAGAGG CCTACACGTA GATACGACAC 720 

CTTO3TG3AA CATGCAGACC TTICGCGACA A 751 
(2) INFORMATION FOR SEQ ID N0:92: 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1031RP 



(XI) SEQUENCE PRESCRIPTION: SEQ ID NO: 92: 

GATCTTAGTA ATCATCACGT GATK33ATTA COULTJU1UL" GITTIGCTCT CCGCAAAGCG 60 

ACATTTACAC Q3GAAAAG33 GTTSAACTCCC OD2GAAATCC AAATACTCGT ACACTATGftC 120 

TATAGACGAC AATGTCGATG ACGTGAQCAC AGTTTAACTC TAGTCTSCAA TCACGTOCAC 180 

ATACCTTCTC TGCCACCCAC ACATTAACCA TTTATTTGTG GTCACGIGAA ATCAATCGAT 24 D 

GCATTTTATA ACTGCAGGTT AOTTGAGCCA TCICGCCAAC GATCTOCTOC GACAOCATTC 300 

GGQ3CACGGC GCGTCATCAG TGATTGGAAG GAQ3CACAGG ACTCCACGGG QOGTXJTTrAC 360 

TACTATAATT CGAAGGGGGA AACOTCATGG AATAAGOCCA A03ACACQCC AGTTGACCTG 420 

CAAOCGCGAC TCCAAGAATG T33CTGGAAA GT33CAACGA 033A03A033 TAACCJKTTAC 480 

TATTACAACA GOSAAACTGG CGAAACCAGG TCG3AGAAGC D33AGTTGGA GOCAOCCGAG 540 

GAAOIGCCCC Q3GAAGARGA CGAACGCGCG OT33AGGARG AGAAGAACGA GCCGTCCQCT 600 

GCIGAHGAQC GAOTGAACTG CTGCTCAP*CT CAAACC 646 
(2) INFORMATION FOR SEQ ID NO:93: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 386 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



<ii) MOLECULE TYPE: DNA (gencmic) 

{Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1031UP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 93: 

CATCANQGAN CTOCACGGAC AAATATAACA OZAOC7030G CATITGTCTA GTCGGCTGGT SO 

GYYYVGK7TC CAOCOTGACG CTGCOXTGG GCTO3AGTGC AAAAAOCGCA CCCACAAGCG 120 

TGCCCGTCCG ACGGGGAAAG CTGCGATCGT GGCAGCAGCA GAGAATGGGT GCGGGAGTGC 180 

YACAGD3GTG CTCOSAGCOC GCOGACOCGC GCACGCTGCG CGCGOCCGCG CTGATGCTGG 240 

GCGCGGCATA CCGAATCAAG AAGGCACACG CGCCQGCGCA GCTGGCGATG C?>a3TGGCGC 300 

OGCTGCSCCG CCTGCGTGAC GTGCGGCTGC GCCGCGGGCG OGTCCCGCTC CTGGCKGTAC 360 

AOCCCGGTCT GGTGAACTTC GCGTAC 386 
(2) INFORMATION FOR SEQ ID NO: 94: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 775 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOIJECULE TYPE: DNA (genomic) 

<vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1032RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO:94: 

GATCTTTAAC CTCTO2AC1T CAATCTTCTG GGTAAAAGCA CAAGTTTAGA GATGTATGAT 60 

CCAAGCACCA AACTACAGTC TCGAGACAOC AAAATAATCC TACTTATATA AACTGAACGT 120 

TGCAATTCTT TAAAAAATTT ACTAACTTCG ATTAATGCGG CGCCQ3IGAG CQOCTCIGTT 180 

ATTAGCTGAG TCATGCTGAG GGTTTGGCTA GGAAGCATCC GCTCTTACTA CGTATTTACC 240 

AAGOCACAGG AAAATGTG3T QGTATTCTTG ATITOGGCGG CGTTTTGTAC AITACTCCAT 300 

AGCTCATOGT CAGCAATCCC GTTCAATGGA CATTTOCTCA ATCGTGAGTC T3CCACTOGA 360 

CTTGAAATCC CGCAG3GATT TTCGGCTCCT GXTCAACCA OGTCGCCCG3 ACACCTACAG 420 

CCGAAAAAAT TOCTOCTTO3 ACTAGGTCCG CTGACGTGGA CATGCGAGAT GACTTTAAAG 480 

TGATACATTA AAACCAGGGC TGTATGAACT CAGCAAAGGT CTCTTTTATA CAGTCTTQCAT 540 

ATAATATITC G33CQOTTaC AATTACCTCA TGCCAGGTAC TCGTAAGATT CGCCGTCCGC 600 

GAGCGCTGTA GGTATTCCTT GCTAATTAAG TIUTCGAT33 CCTTCTT3AT AGAGATACCT 660 

TTOCATTTGA OCGTTGTGAG ATTCGGCTAT GCATTCGTCA CCAAAGTGGC ATGAGAGACG 720 

ACCCGTTTGC TTTCATAATT CTGACGATAC AAGCTTCAGA ACAATTGCTT TCTTG 775 
(2) INFOPMATION FOR SEQ ID M0:95: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1032UP 

(xi) SEQUENCE DESCRIPTION : SEQ ID N0:9S: 

GATTTCGAAA ATAGACTACA TCTOOCOZAA GCAG03C3ZC CTATCTOCAT TTCRJTILTI' 60 

GGTG3TTGTC ATGTGGGTCA TCACGTTCAC CATTAGCATT CTAAGGGTAG T3GAACGGGT 120 

GAGTTCACTT TCACCCAGAT AAAAGTTAAC AGGACAAGIG AAAAAAAACG G3GATAAM33 180 

CATCAGTTAT GTAATAAAGA GCTATACGGC AATAAACATT TAAGTAACTA CCATGGTATC 240 

TCCAGOGTAT TACTAGGTTT CCCTGAAGTT TCGAATGTGC CTTCGTTACC 033TGTTCAT 300 
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GCAGGCTA3C QCGACMGAA AAATQ03GTC CCACC2ATTC CACGATIAGC GGTO3CAAAA 360 

GTCCTAAAAG TTAGOCAAAT AAACACATAA CCAITXCTCA AAAAGCGCTT GK3CAAG3CT 420 

ATCGGGGGTC AGVXAGGTG TAATATACAT TAGAAGTGfiG CGATGAflCGA TAAATTQC03 480 

AGAGCAGATG ACTTOGAAGC CACTTOGAAC 'lTlUlUaMC CCGCTATCGG GCAGATCCIG 540 

OXCGGGATC OGTOOaXCA TOCA3G3CGA GICCAGAAAC TOCTGTCAGC TGCGATGTAC 600 

ATCGATtjKTT ACACGGCTAT CTACAACTAC TOD3TCAACA AGTCGCaTTC CACCQGGCAT 660 

TTTCACIOOG ACTCOQCGCA ACG3C/-CTCG AACCAGTCAT CGATCCTO3T 03GW3GGAGA 720 

(2) INPCRMATICK PCR SEQ 3D NO: 96: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 602 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDN2SS: sirjgle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1033RP 



(Jd) SEQUENCE DESCRIPTICN: SEQ ID NO: 96: 

CATCTTGTCG AACAGGTCGC CCCCCTCCGC OOITCCATC CCGA1CCATA GGTACICACG 60 

TCACACATTG CACTCCAGCA CCCTCACCAC ATGTCQ3TGC CCCCCGCACC GCGTCTGCAG 120 

CACCACCTCG OXGICAGAT CCTICGTCCGT CATCCCTCGC GCITTGCAGC GCTCGACGTG 180 

CACGAACTTC ACACOCACTA TOJTCTQCGG GITJIGCGCGC AGOGAGGCGG TTITGACGAA 240 

CGCGAACOTC CCCTOCCCAA TCGTCTCCCC CAGCTCTAGT TCCTTAATCT CCG02AGGCA 300 

TTCAGCCTGC GACGACICCA TAGTAGCCCA AAGTGGTTGG A033CCTICC AGGTOGCCTC 360 

TAAGTCOK3G IGAP3GTIGG TTGAAAAGTC ATGODCCAAC AATAGTCTGA AAAACGCCAA 420 

AGIGGGCCTT AC3333GGAA CAAAACAAGT GCTAACTACA CGGAAGCAGG AATTAATTTG 480 

TTOGAGCAOG GTATAGGAGT ACQ33AGGTG GATATCAGTC TCGAACAGGT 540 

GTCTGGTGCG CACGCC7TGCG AAGAACAGGT GGCAC33TIT GAACQCAAT3 TOS^GOCGOG 600 

GA 602 

(2) INFDRMATTCISi FOR SEQ ID NO:97: 

(i) SEQUENCE CHARACTERISTICS: 
50 (A) LENGTH: 683 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



55 



(ii) MOLECULE TYPE: DNA (gencmic) 
(vi) ORIGINAL SOURCE: 
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(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 97: 

GATCCQCGTC GTCGAAAACA GGICCTK3QG GTCCGATACC GOCAGCACCT TOCfCGAOGTT 60 

OCGCACCACC ICTCCAGCGC CGTGATGATG TCCIGCACCG AAAACACCTTT 120 

CAGCAOCGK: TGAAACGGCG CAAGCTTGAC CACK7IGTCC AG2AGCGACA GAAOCCCGCT 180 

ATACTCCAGC CCACTCAICT OCXXTCCCGT GAGCACCTIT TTCATCGCCG AGAGTAGTG3 240 

CCGIGCGK7T GCGTO3AGAC GCACCATCAC OOCCAGGTCG ACCIGCAGCA IG1GCACCAG 300 

CCCGTICACC GACCCCAOGC OGTGCTCCIC G33CGDCKXT AGCACATODG CCACt*IGGCT 360 

CATiraTKX- TO3ATOCTOC ATTCCTOCAT OXGATAT03 AC1CTICCGA AGTCAGOOTT 420 

TGGGGTTIGT AAAAGTAAAG GGCACnTIU CAGCACTIGG CCACTTAATC TOGIGAGGCA 480 

CAGAACOGGG GCOCTATOIT GCCGGAGTCA AO37TIO0CT CXXTAIATTC CGACTIGAGG 540 

AAGCIGCAAG AGCICAATOC AGATOGGTIG CA03CTAA03 TICTAACATG GAAAGACCAC 600 

CIGATGAACA CAGIGIGGOG GGACGAGCTT CTGATAGAAG GGGGCGACAA aTTCXTIGGAG 660 

CGATIGAGCA OCAAGGAGAC GGG 683 
(2) HJPGRMATICN FCR SB2 ID NO: 98: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 653 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEDNESS : single 

(D) TOPOLOGY: lixiear 

(ii) MOLECULE TYPE: DMA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1034RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 98: 

GATCATATTG GICTIGGCGC CACCAICGOC TCTICT3GIT CIGAGOOAGT AGTATGATAG 60 

CATOOOGOOG ATGAACCTT33 CAATOGAGAA ACTAGGIGAG TTGTACATOC CGACGCCAAG 120 

GGCAACGCCT GAGGGTAACC ACTQCGCCCA TCTGIACTIG TCCTEATCAA TACAATTCTT 180 

TACGAGGGAT ATGACT3ZAA AGATGCTTCC TAGGATGATC GAACATTOCA GTGCGTA3GG 240 

T3GGAGTOCC ATACCCA1GA O^^ACGTOC GCAGTCTATC CATACGAACG CAGTIGGGAT 300 

CCCGAATTGC IGGCIGGGGA TTTCGTAGAC CTTGTTGTAA AAAATCTACA TTACGCTAGA 360 

CAACACGATC GACCAGCTGG CGCCGATAAT CTCCGCGGTA AACIGAGCCC TAGGAGAAGC 420 

ACCGATTAAA TOCOCTCTCT TAAGATOTTG CATTAAATCG CCCCCTTGCT C^XCCCCGC 480 

CTCAGCTATA CTTCCD3CAA CCAAATTTAT TAATACAGCG GCCTIGIGAT CCCIGGGTAC 540 
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ACAAGAGCGA AAATCATTTG AtXC^GCTTT CCGWODCQC TGAACGGGT? GAGATCGGTT 


600 






ICCTXAAGAC O033ACQCCC AAAATCGATA GAAAGAT32T ATAACCAGAG CCA 


653 




5 


(2) II4FOKMATION PGR SBQ ID NO: 99: 






10 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 670 base pairs 
<B) TYPE: nucleic acid 

(C) STRANEEEMESS : single 

(D) TOPOLCGY: linear 

(ii) ^LETULE TYPE: ET-JA (gencmic) 






IS 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PW31034UP 

(xi) SEQUENCE DE9CRIPTICN: SBQ ID NO: 99: 






20 


GATCl^COOAC AC033ACACC ACCAAAGCAG AACCACOSTA OCATA3C7ICT CACACACGGC 
TOXACTACC ACACCOCCIC CACCTCTXOG CCCIQGGCTC CtXXXCCCGT CCOCATAAGC 
Ai-UlCUJjJo ALtTATrTtfi TIT-TJAAAAA'l' ATICI'ILTAA CAGTAATAAT ATCT7ICATTG 


60 
120 
180 




25 


AGGACAT1TC AL>TIC?1T/*IA CTOAAA^GAA CAGATACTAC ACTIGAICTA AGCCAAAAGG 
CAAAGAGMT IUjTI'ULTAA AAGAAAGAGA AACATGCCTG TAAGAGGGAG CTJOCATCGCA 
CATTITTTCT CTOOTTATAT AOCAAGTAAA ATTTAGAAAA AGAAACGACG CG3CTOCTTG 


240 
300 
360 




30 


GTOQ3CGOOG TCTOCCTGOO ACICC^G/tfiJ GGCTCftCGCA G3AAICC7KX: AICCAQ33CG 


420 






ATGCGATCAA GOTCTCAPCG CCCATAGCTG CCX32CATACA CGCO30CATT CX3CGAOCTTT 


480 






CGTTGftJl'lL GTAAGCCA3G AAAHCACAGT AIACGATTCT CGAGCGCAAG TTAAAGAG^G 


540 




35 


CCCACTT333C ATACTGCTAG O30TACAACT CXXX'AOTAGC TOOGAAAGCG GAACTCCAAT 
AGTIAAGO30 «33T03CAAT ACJIATCTOCT GCAAOCAOCT TCTAGAATTT CGTftCATGflG 
TXGTTCATC 


600 
660 
670 




40 


(2) INFORMATION FOR SEQ ID NO: 100: 






45 


(i) SBOUENCE CHARACTERISTICS: 

(A) LENGTH: 558 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) >S0LECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1035I1 






SO 


(xi) SEQUENCE EE9CRIPTICW : SEQ ID NO: 100: 






55 


GAicrrriur ggaaccaaga tcaccacaca cgaatatgcg acgccaagcg coccaacgag 


60 




CCACACAT33 GCCG033CGG TftGCOGTOGG COC^>A3CAAG CGTATTTD3A GGACCTGACG 

524 


120 
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TOCTGTGGGT GAGCAATCCA Q33ZATACTA QGCCCAQ3TT GTCACCTGAA ACCCTGTTAC 180 

CCCGTATCCG TATTACG33G CTCGTATAAA TGTTACCCGG ATATGGTGAA QCCAAAATTT 240 

TCCACCGCGT AAACAACAGG AGAGTTGTACG TCCATATGGC GGCAGCAGCT AGTGTAGCCT 300 

A3TGAGAAGA AC<^CTGTGA GCTAAGACTA GCGAGGAGAC GAGGATTGGG CACTGATOC 360 

G3GLATGTCGA TATTCTCTAC GCCGCTGAAG AGCAATGTM3 NATATNN3GN CGCGCTN3TN 420 

□3CAAOZN34 GOnXXNGNGG AGAGN^ODGA OTOlfflm N33^t3a33CG CNCANAACCA 480 

ANNNNTNCCN CAATCNCTTA CNATCAANNC CAANTIWXN CNNNCAN3DC Cmn3^KAT 540 

MJNNATIO^N NCNNCNCN 558 
(2) INFORMATION FOR SEQ ID NO: 101 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 604 base pairs 

(B) TYPE: nucleic acid 
20 (C) STRANDEDNESS : single 

<D} TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1035I2 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 101: 

GATCCTTAAA AGCTGGCCTC CGCAGATAGA CCTTCTGCGT AGAGCCTGGA AACCTCAACT 60 

AGCAAGTCGC CACCCGAATC AGATAAGCAC TAGAGTCGTT CCAGTAACAG AGCAAGCGAT 120 

CAAGGAAGAT AGTAGAAGAG GACACTGCTG CCAGGCITGA TCGGACAGAG GGTTTAGCTT 180 

TCTGTTGAAT TTCAGAGTTT CGGCGCTTTG TTTACTTCGC TTCATTCTTT CGTGTAAAGA 240 

AGCTGTTTGC AGGATGTCAT CATTTGCCAG TCGOCAGGTA GGGTATTGCA «3SCCGACGG 300 

AGTCGGTGAA ACAGAGTCAG GACCGAGAAC GCCGATAGAC AGGCGTTTGG TTTGTAAGCG 360 

GTGAGAGCTG AAGCAGCTCA AGAGGCCCGC CTTGGTCAGG TTGTGCGGTG GOGGTAGAGC 420 

ACAGCAGGGC ATCCCTCGTC QGTG3A033T NCG3NCAGNA GCCCAGGCGC NTCGAACAGG 480 

Q3GTGTTTAT ^Pi^J^ANCNAC CGACCACAAA CACGCTNTNA TTCGNACCGG CGGCCAGTTN 540 

CCTCANCNTG GTTCCCGN3A CTTGTTTTNN GAGCCNATCC TIGGCNCTCC GCCNNACNAA 600 
AAAA 

(2) INFORMATION FOR SEQ ID NO: 102: 

(i) SEOUENCE OlARACTERISTICS: 

<A) LENGTH: 480 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA {genomic) 



604 
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(vi) ORIGINAL SOURCE: 

<A) ORGANIC: PAG103SRP 




5 


(xi) SEQUENCE DESCRIPTION: SEQ IP NO: 102: 






GATCTTAAAT 1GTK3CATTC TGACCTGAAA GTTCCCXCGT AGACGCTOCA TATTCAAGGT 


60 


10 


TTCCATTTCC ACCQ3ACGTA ACCTAATCCG CHXACITIC GACAAACGAC TAATGTATCT 


120 




GTTTCTCGGAC TCTGGGTCAT TCGCATCCCC ACTCCACfGT ACTlGTCCIG ACTGTAGMTG 


180 




TTGAAGCT1G AUG1TA1GTG CL'ILGAA'iGA LVLUJA^TAGT MJRSfiL'L'l'lM GTCTCCCAAT 


240 


15 


CGTTTCTATG GACCGCCIGA ACACCGAACG IGCCTCCGCC TGGAAGGACT CGAAAAGCCG 


300 




CCCCTCCTCT GCAGAaGGCG GGAAATAAGA CATAACTTGC TCATCGCGTA GGTAAATCTA 


360 




CGIGATTATG CGCGTCCACC AluriULJJ^T ULJtiAIAAAAT GGTGTFICCT CCAGGGGGCG 


420 


20 


GGGAAXACCA CCCACIGTCC AATCCTGCOC CCGTTANTGA ATfGNTTTNT TNATGOGGNN 
(2) INFORMATION FOR SBQ ID NO:103: 


480 


25 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 482 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEENESS: single 

(D) TOPOLOGY: linear 




30 


(ii) MOLECULE TYPE: ENA (genanric) 




(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1035UP 




35 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 103: 






GATCTGOCGT N333T?£CGA TATATTTCAA CTGAGGTATT CGTTAGAACA GOTACCTTCA 


60 
120 
180 


40 


CjIijJjrl\JCAC. CI71ATA1 IUC Ul 1QCAAATA iiji i IGCGIA CCCTTCTG3C TTATCAGTGS 
CATTAAAGAG CGGGCTAATG C03ACTATCT CTTTTACTGG GCCAGTGGTC TCCAAGAAQ3 




AACCATICTC AATATATTTT OCGTGGTTTT TCAGGATGCC ATAATCTGGT ACACTCACAA 


240 
300 
360 


45 


ACAAJilAK* 1 IL*JAv_ XVjijio I<~aAljA.i^I_AL5 CJULjIAi IAOI Ai I IUjAATC AlWiQ3~jIGA 
TTGTCCCGGA T033GTG33C TTCACAACCG CAGAGGAAAA AATATCCCCA GGGGGATATT 




ATTMoTCGAA GCAAGAATCG C'l'iCGAG'IAG GGAT1GAAGA 'iTlCiTCTiG ATACTTAAAG 


420 




CIGAATTGGT TCANATGGuti TC\AAUjAAN GttNTAOGNlG GATGCOTZCCT TNGQ333333 


480 


50 


CC 

(2) INFORMATION FOR SEQ ID NO: 104 : 


482 


55 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 645 base pairs 

(B) TYPE: nucleic acid 

526 
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(C) S'lRANDECNESS: single 

(D) TOPOLOGY: linear 

(il) MOLHZUL£ TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1036RP 



10 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 104: 

GATCATATTT CAATGCA^GA GCTCCATTAA TMJ3TATTGT CTTGAGACAT GCGCTCAAGT 60 

CATTAATGTC ATGGGAAAAA TGCACCGTTC CACCTCCTAT CT0CAAT3TA TACTTTAGCA 120 

TTTCAAAATC ATGriTTCTG TTTACTATAA AGTGCAfiCCC ATTCAGGTCT OC03CTTTCT 180 

TM3TAAAOCC TCTAAAGOCG TAATGCTGCT CTTGTATACT GCGTAQCTGT GGGICAAAAT 240 

CQoEAACAGG CTXJTCGA^GA AG?lGCGGTAA ATIGTTICAG AAATTCG<=*2A TOCAATAITC 300 

GTATGCCTTT AACAAGTGCA AAACAAATAC TTITTCOGAA. TCTTOJIGAT CTTCATG3GG 360 

TCTTAATAAT ATGATGTGTA GTGOGCCTCe GAAAAAGAGG TCACCACTCG TATTCCTAAC 420 

CCCTAATTAC CTCAAGCAAA GCAGG3CTTC TTGTAACAAA GTTTCGGGAC CTOGACKXT 480 

CMGCGCCCC TOCAATNTGA TTGGNOGGAT NTCreCOCCT TCCNGATANA GGJTJTG3ATG 540 

CCCANCQGAA ^CCm l CCT?y3 TGATOTCCCN CCCUTTCAGT OnMSCCNCTN GAGSTTTGGA 600 

^G^awr^TT tocnottxjcg c33>intntctg gnaaccnccc cctttt 645 

30 

(2) INFORMATICS FOR SEQ ID NO: 105: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 613 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANDELNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1036UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 105 : 

4S GATOCCCTTT GGTAACGAGA GGTGTCGGCT TGTATTCACC GCACATCGTG GGCTATTIGT 60 

CATTACTCIG GCCCOSTCCC AG»GACCTAC AG3TATAAAT TCOOCATCAA GIGOCAOCW3 120 

AAPGATATOC TATACIX33TT TTGAGCTTGA GDGACTGTTA ACTOCAACCA GCGOGACCGA 18C 

so ACGG3STAGC TTTTACTCAT TTATTGAG3C TAAATK33AA CCAGACATCA CAATICTGCT 24C 

TCAGIGCGAA ATGGAD3CAT ACAATCCAAA A03CCAGAAG TATACTGAAA TAAAATCCTC 300 

TGTaGACTTC AATGTACGAA ATGTCCOGCA CCTGAGCAAA CTGCTTAAAA TATGGGAACA 36C 

55 AACAGSGCIG GTCCCATCCA CTGATATCTT GTM3G3TCA G^GACCCAIC AACCCATCTG 420 
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TTGAAACAGN CGXCCTTAT G3GTO3TCAA ATCGNAGGAA AATCTHTTA COCHCGNCGN 


480 


5 


N?<33CANCAC TTNriTTANT TAiULUAGTG CAANATGGAA ATAANCATCG TM^ATrTC33A 


540 




AQGTA'lTiLL' UAiJtfJCJAAC CANCGGNCNC AANNOTTTTN NQ333TN3AA AGAmXZAAAT 


600 




TAAATM3GCC NOT 


613 


10 
15 


(2) INTCKyiATICN SEQ H> MO: 106 : 




(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 606 base pairs 

(B) TYPE: nucleic acid 
(C> STRANDEHMESS : single 
(D) TOPOLOGY: linear 




(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1037RP 




20 


(Xl) SEQUENCE DESCRIPTION: SEQ ID NO: 106 : 






GATCATCATT ATTICCTUCG TTCGTODCGA CCATTOGAftG G3CG33JTCG CTTTCTTGAA 


60 


25 


«»TTTCflGG CGTATGAATG TTG^TCTCAC GCCAGTCTCT QGATCCTQ3G 


120 




TCACCATAAA TCTTTATACA AGAACAA3CT ATGGATGCAT TTGATTTCAG AK333AAAGG 


180 




GCGTGACTGC CTCCAAAiUS LTIULTIUAT CC^OIJAACA C^ACOCGCCCA 


240 j 


30 


GGATGCTCTT CATAGGTTCA AAAATCACCA TAATTATATC CV*5^ACQCAG ATGATTATQG 


300 




GCCTGAACCG GTGATGACTA AATCAAGAGG ACQCAAT^O* TCATOCAGAA AACGCAAACA 


360 




TAT33AAGAT AATCCAGATG ATAACTACGA TCCOGTTCCT GAATTCAAGA A3GAAAATCA 


420 


35 


AAGPGAAAGC AACACAGGCA CCGGTGGTTA COGTGCGGAT ACATCTAACC ACAGATICOC 


480 




ACCTGCTAGG AACGATAGCA AGAAGGCCAA GACGTGCTCC AATGCCGCCG GTAITTCCGA 


540 




GGCTACITCA NARGATGGTG ATCGAAGTCA GAA?G3ACAT CXiAACTAAGA, AGARTCTTCC 


600 


40 


ATATTC 

(2) INFORMATION FOR SEQ ID NO: 107: 


606 


45 


(i) SEQUENCE CHARACTERISTICS: 

(A) LHsKJIH: 653 base pairs 
<B) TYPE: rax:leic acid 

(C) STRANDEUSESS : single 

(D) topology: linear 

(ii) MOLECULE TYPE: ENA (genomic) 




SO 


(vi) ORIGINAL SOURCE: 

(A) OFGANISM: PAG1338RP 




55 


(xi) SEQUEMTE DESCRIPTION: SEQ ID NO: 107: 
GATCAAAAAA AGAAATTACA ATTGACTGTT C<ACCCACAC ATTCAACGGT TC<ACCCACA 


60 
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CATTATG^GA TCCTTGATTT QXGCGAACT GOJ^IVICCA ACTACAGTCC CriAGACTTTG 120 

Q3TGCCA£CC (MnOCT TCATAACCAT TCTAGCGAAT 180 

CTAAQ3ATAA TACCAAGAGA CAAAGCATAA TCGTATGTOC AC2G3AT0GG GCGAADTOTG 240 

aiCTAGAGCT GTCGGTGCGA GC?GAATACG GTGCQ3GCAA TC\CGACGCC GCAGAOGCCG 300 

AGCGTGTGGG CACCTCACGA GGGOCGGAGC GCTTOCAAGC GGTX^ACAG AGTACTAACG 360 

CATTGCAGAC AAGATGGCTC ACGAAAACGT TT03GGTCTC CXACOCNNAN AAACTA03GT 420 

AA0333TOCC CCAGTGCGCG TCTOim: GNCTCnCTT Q3ICANAAAG TACQ3C7ITGG 480 

ACATITTOCC CAATO3TTCA NAGAGAAGGC CACGACATTG GITCCCAAAT CXICCTAAGAG 540 

CG30GGO3CC CTTCCCCTCT TNCNAAATCC O3330333TT T33TTTCTJCG GMGnTIM 1 600 

TATTITTCNA NACCCCNTIT TTTANTTTNA CCAGNN3TTT GGN 653 

(2) INFORMATION KB SEQ ID NO:108: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 609 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS: single 
<D) TOKXCGY: linear 

(ii) NDLEXTULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1038UP 



(xi) SEQU5TJ0E DESCRIPTION: SEQ ID NO: 108: 

GATCGGTTCT OQ03LT117IT TAOCTGCCCG TTATTCAACG AGFCAJCGAC T3AGAAAGAG 60 

35 ATAAAAOCGG TCGATAGCGA AAATAAGAAA AATCTCCAAA A1GATA3GTG GCX9CC*ITTAC 120 

CAGCIGGGTA AGTCGCTGAC CAAOCOCATT CACCCGTACC ACAAATTCTC TACTGGAAAC 180 

TTP3AGACTT TATGGAGCAT TCCGAGATCG AAAG3CGTCA ACGTCCGIGA TCAGCIGCTG 240 

40 AAGTTCEACA AAO0GTCATA TTCT3CAAAT CTCATGAAAT TAGTCATCTT GOXCGCGAA 300 

GATCTAGATA CCTTGGGTCA GTOSGCATAT GAGCTGTTCA AAGACGTCCC TAACCA3GGG 360 

AOCAAAGTGG CTGfiGTATCA CGGCCAGGGA TTCA033CCG AGACCTGATG AAGGTAATTA 420 

"5 AAGTCAAGOG GNTAAAATCT TAAGAGTGTG GAATTCATNC C*G3Q3CAGA TTTOGTTAGN 480 

ATGGAGGCAG CAGTCGTATG N^SATTTATtr GCCAGAGGAA GGTOCTOCCG NIOGGAGAA 540 

AAAGTO3AAN CCN3^rjCGT NGGNrJTCCCC TTOAAAGGAA AATtOXCNC AANN33CTTN 600 

SO ANNAAGGNT 

(2) INFORMATION FOR SEQ ID NO: 109: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 643 base pairs 
SS IB) TYPE: nucleic acid 
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(C) STRANDEENESS : single 

(D) TCEOLCGY. linear 

(ii) MraJTXJLS TYPE: ENA (gencmic) 

!vi) ORIGINAL SOURCE: 

(A) CRGANISM: PAG1039RP 



Cxi) SEQUENCE DESCRIPTION : SEQ ID NO: 109 : 
CArCATTPCrr CTTCAATOCC ATTGfiCOTGA atgatgaacc CCATTATCTT TTTAACAXG 60 
ACAACATGCC ACGGTATAEA ATTGTCCTEA CCTCGTGATA TGCAGAACCA QGTGTTTAGA 120 

ctggcaaiat occtaaactg gigtaatatg gtcttcaaaa GrrrrorocT gtccgaatga 180 

G3GCAATETA GTAAATTAAC CTCGAATETG TCTAAAGTAT COXACCGOC ACATCTTTTA 240 

AACOXACCA GCOCOCCOZT TTTEATIOCG CATCCO00CT GIGAATTftOC AAGTTGTAAA 300 

GCOCTACTGA AT/CGACOCC AT3CAGCTCT TCATCGATAT TCACAACCTC (T7AATCAICC 360 

AATTO3TT2G CTTGGATETT OGW333CATA TCTCTTATCC CTAAAAAGTG GGTTOGAT3A 420 

TGGATAAAAC TGATCTTCAT CATATAGAGA AATTTGGGCT CCCCOCAACG CAGACACAGN 480 

CAAKJTAGTT TCTIGTO3CA t^CTINriTJ 03CAGGMATT ACTCGCANOC 03K2AGGTNT 540 

CACCCC33AG ACAAAAATTC CCCCTITTCT NTGSAAATCG TN^AGNNEC "EAWCAA33AT 600 

Q3GTCAAGGA CCTOSITGCC ATTCCANTTT ACCATTTTIN CCC 643 
(2) INFORMATION FOR SEQ ID N0:ll0: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 635 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1039UP 

(Xi) SEQUENCE DESCRIPTION: SEQ IDNO:110: 

GATCCTTOCA ATAACQ32TA AACATCCATG TOCTOGTJTJ' AACTATGAGG GftGTTGGAGT 60 

AATTTCGCGG TCTCCCAAAG TAAATTGACA GAAAACCCTC AGATCGGTAA OG^CAGCT 120 

CAACGACGGA CATTAAAAGG AAGAGGCAAA TAAGCTATAG ATAAGATCGA TAAATATTGA 180 

QOGCOGGATG GATATATTAG AAACTAGCTT TAGACTTGAA GATGTGCTTT CACGCTATTA 240 

TAGAGTIGAA AAGCTOGTGC GAGTCAATTA TCAACAGTEC CTACCGAGGA CTCCAGATGA 300 

TCAATGGTGT ATCCAATCCG AGCTTCTLAA TCCGCAAGAA GGATOCGAAA COCCTGGTGG 360 

OOCTTTTTTC GOGGGAACTC TGGTGCTI'IT AGCATCAATG ACCAGGRCTT AXCATTCCC 420 
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Qa3GTTGGAA QGGATP030G AAOCCCOCNC CTCGGAGAAG AAKXSCCACT TIACGGCAGG 480 

GTTTPCCAftG COI^ACCTGC AAOGOCNNTG GATCTTFTTA AAC<NTGGGG O^TGNTCAA 540 

IAANAATTCN GAGGCCNAGA ACCTTTGGCA ATTGGAAAAN ?fl^NITTCCCC C^JAAGAAAGC 600 

NNACOSANCC CCCCGGGNCN NAT1M.TIGGA ATGNC 635 

(2) INFORMATION FCR SEQ ID NO: 111: 

[i) SEQUENCE CHARACTERISTICS: 

(AJ LENGTH: 648 base pairs 
(B) TYPE: nucleic acid 
<C) STRANDETNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genoriic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1040R? 

20 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 111: 

GATCCAGTGT ACCAGGTAGC GTCAGGCACT TCTAGCGCAA G33CCGCCGT AAACCTTGGC 60 

25 CICTCACAGC ATTTGGGATC AGTATGGGCC ATCTTTAGGG CACGTGAGTG ATCATGATGG 120 

CTACAAAAAG AAATGAITTC GCCCAGGATC CAACTGGGGA CGTICIGCGT GTTAAGCAGA 180 

TGCCATAACC GACTAGACCA CGAAACCACT TTCTGCA03C TCTTATTGGA CAGGTGATGT 240 

30 TAGCGCAGAA GAACATGAAC GIGAEAATAA TICAGAAACC TCTTAT3CTA AAGTGAATTA 300 

CTATTQCTTA ATAACCTGAA Q3GAATAQ3T ATTGCCAGTA TTGAAAATCG OXTTTGGGT 360 

TTATIGGCTA ATTATATTAT IMJCANTATA TATATATACC AACAAGGTGA AGAATGGNTG 420 

55 TC3fT3GTTT GGGCOCGATA CCCNACAACC AAAGTAGAAG TTGACAAGTT C<7IGGNAGN3 480 

GTTCAATrCA GNACTTCA'TG GCAACOTTI'A CNAHjNTTmJ CCNATTANTC 540 

TTITtttTITCG Q33GGTCTCN M3JAACCCGA AA2AATOTTN CNGA££TGAG TTN3333SAN 600 

40 GTICNTCGGT NITTTCNNCC TTT033TCCA AATTG3GCCG GAANCCCT 648 

(2) INFORMATION FOR SEQ ID NO: 112: 

(i) SEWENCE CHARACTERISTICS: 

(A) LENGTH: 613 base pairs 
45 (B) TYPE: nucleic acid 

<C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

50 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1040UP 



55 



(xi) SEQUENCE DESCRIPTION SEQ ID NO: 112: 
GATCAOCAAC CTIX7ICCGCC GTCTGTOTCC TCGCTTTACC GAGGATACGA AAATA3CCOC 60 
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Q3CTCTGTTT CAAATCtCGA TGCTC4ACGAG CAAACCACGT CTTCTGATGC AACCAGTACT 120 

AGTTACATTA TTCTAGAGAT GGAOSCAATG OOGSCSOCTC TCCGTCAGTA TITGAGGGCA 180 

ATCTCCCAAG ATCCA3AGGT ATOCGCCAGT CTGTOOCTAA CGAAATTCCT ATTCAAGAOG 240 

ACGATAGACA AGOCTXTTT TACGCCft3AA ATCCIGGAAG ATA1TGAATC TmXAGCTT 300 

ATGGATCTAT ACAACCTO3A AAATCAAGTT AAATTCCAAA AAATOGCGGT TTOGATAGAA 360 

CTGTGAPGCT ACAAGTCCKT CCTAAAGTOC CIAAAAGAAA AMTCTTGCA AGATATGACT 420 

ACATTATCfiG GITTTCCNOC AATTTAAGGA GA0^53ATC CCAG^rjACNA TTTACCTCTC 480 

^CAGATldT Q3JT3333AA AATTTTTIAG GIACCNATNC AGGTICCCGG AATNAATGIN 540 

NATmTTTAC ANTCCCGCN3 AAATATGCTC ANAGNNNAfcG TTTG33CACC 600 

ATCANGTTTT GTC 613 
(2) INFORMATION FOR SEQ ID NO: 113 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 649 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1041RP 

30 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 113: 

GA1CCTCCAC CAGAG03IO3 CCGTCCCATA CCTTCTGT1C AOGCAGTGGC GCGTICTIGT 60 

55 ACAAAACGCC CAACACTTGT TTCTBGGT3A ACTCGTCGCG GAA'ITICiGG GCOOGAATTC 120 

GC1CCAGCTC CTCTTCGGAA AO-TITiCAC GGOGCCACCA CCT1CTCATC CXXTITCAACC 180 

AGCQC1TITC GTOGAGTGOC OOCTGTTOCG CCGCTTCTOC OOCAOCAATA TCTQ33CGCA 240 

GATCCCTTTAC GCXCTCCGCC ACTTCATGAC GCATGACCCC CTQXGCTCT TCIGTGAAGA 300 

ACTXtTTAGTC CAAOCCAGCT TCGAACAAAC AACTGCTTCA 03TATCGCCG CO^IACTTTC 360 

ATCGACGTCT CGAGATAGTC GCOOGGAGGA G333CAACAA ACAAD3DGAG CCCOCGCQST 420 

TTQ333CATG TGTCANGTNG CCTGCGCCTG OXCTTCACC AACGACGAAT AATGTTGGAT 480 

TTNXCCTN3 TCOCN1GGCG GNTNCAATCA GAATGCCGGN TCAACCNAAN CAAAAGGGAC 540 

AATNNGCCGG AACCAAGGCG GTICCANGCC GAAAGTGTTT ATINNCCNAC TNITCCGGTA 600 

NAATTTTTNT TTNICNCTOG GGNTGTX3^NT NACCNXACC CCNAAATAA 649 

(2) INFORMATION FOR SEQ ID NO: 114 : 

{i ) SEQUENCE CHARACTERISTICS: 
55 (A) LENGTH: 645 base pairs 

(B) TYPE: nucleic acid 
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45 
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(C) STRANDEDNESS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA {gencndc) 

(vi) ORIGINS SOURCE: 

(A) ORGANIC: PAG1041UP 



(Xi) SEQUENCE DESCRIPTICM: SEQ ID NO: 114: 

gatctgctk: ctcaaaaatg gogtctctgt cttactogta CTCTCAAATA GCTACGTCTA 60 

QGTACAGGGC CATTTCCGGA TOOCAGCCAC 033TCCACIG CAGGAGGTAC AACAGGATAT 120 

CGCAOGTCIC GCOCTGOGCA OGTCACTTOG AOOCICCOGT TCTCGTCCTG AOGTOTCAAT 18C 

AAGGTACQCC gittctctk: GCOGATGGAC TCCGCTAACT GTATOGCCTC GCTACAAGTO 240 

tcttggttk: GAGGAGCCCA citctttatc CACCCTCAAG GTTTACCGCA ATCCAGCAAT 300 

TTTGGGTCCT GGCACAGCOG GATATCATGT GACTTAATTA CGICAACGTT CAAGAGTTGG 360 

GQ3CGGCGGC AGCAAA3TTA AOGGGGGOGN CGGTOGTCCC COXGATCGG GGGGGGGGGA 420 

GGGNATTANC ANICCANTGC CGOCCAAATC TTNGTTTACA NAAAGCAAGC ANANTCATAG 480 

tga3tiq33g gaananccca aggtinnggc cndcanggnt caaaiwcnzc o/nrarrr 540 

TGGGTIXZCCG NCGGAAAANN CCATTCNCCG AGG3GCCNAG OJCCOGGAAT TTICOCCNGT 600 

GOGGAttf^CNS CCANAGGAAG GNQGT 645 
(2) INFX^MATIQN FUR SEQ ID NO: 115: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 682 base pairs 

(B) TYPE: nucleic acid 
36 (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(il) MOLECULE TYPE: UNA (genoruc) 

(vx) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1042RP 



(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 115: 

45 GATOCGTOCT GCOGACAACC GCCAGAGCIC QCCTACAGCC OGTATATATA CE3CC03CTGC 60 

CGGCCTGCCG CATGCGATTT GTOXACCTC (XTC10L.TTC GTCCCOXTC CCGTTGCTCC 120 

ATOGGACCTT TCATTEAGTG TCTOGCGAAC GTTTCGAATC- CAOCCTATCG T33TACCACG 180 

50 TKZX7TGCCG TGOCGTTACT ACATCTTCTA GCGCGGACTG AGTCACATGT CTCGOCGCGC 240 

ACItCTTrTC TGTAGATAGT CAGAOGACAG ATAGTCGATA GTIGGAGATT TGOXAACAA 300 

TAGCGGT33C CATTACGCCT GOCCATTGTT CCCATGTCAT TO35AGGCTG GGNCCCACCC 360 

55 ACCOGAACTC TTNCXZOGTTT AANCCINANA GNCCTN3GGA ATCNAAAACN CTTTCTTING 420 
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480 



AGTN33AAOG 033CINNAAA AATNOCTCCG G3ZCAM\TXT NCCCAAADGT TTNAAAANCN 



540 



GCNTAAATNA C3ZCNZAGAAG AfiOCNCOGGA Q^AANCANAC ANAAANTN33 CCCCNCCTGA 



500 



AG3AAAG333 CNGNtttfPGGG OgCX^ANCOC CNGNAACGNT NTTICTTAAA QGftT^ACAAA 



560 



rJ33TNCAAAA AAAAT33333 MT 



682 



»5 



20 



25 



30 



35 



40 



45 



50 



(2) INFORMATION FCR SEQ ID NO: 116 : 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 649 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genanic) 

£vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1042UP 

(xi) SEQUENCE DESCRIPTIQN: SEQ ID NO: 116: 

GATCC03TCC TCG^CCCACT TGTGAG3GTG AAGCTOGAIA COGTGATOST CGIGGTGATG 60 

GT03T3JTGA TG3TOGIGTG CTCTGCCCTG C03TATGACC TX330CTCSVTG GUb'l'lUULT 120 

GTTOCTGCCG ACACCAGCAC CTCTmTCCGC AAT3CCCGAT ATGCTAGAAT GGAGCAAATT 180 

AATOGACT33 TCTCCATTCT TCCAGAGCGG AGCCTCCOC ATCCTQ3ATA TCCTTACGAG 240 

ATCQCCGGAG GATCTTTATG TCTGITTCGC TATTCACCAC CnOOTCGTOS CAGTGCT3TT 300 

GTTTCATGAC OOCXXGTAT CTTCANAGGA GTCGTAGTTC ACGCATTGTT G3QCAAAGCC 360 

AGICGAACI^ G3CCATOCTC CACOGT0333 GAGTOOCCGG GOGAO/iTlL" CACAAGCCAA 420 

OTIACCTAGA AGATGAATCT TTFTTGANIC ANCNGTTGQG CX3JCTNQ3CA ATTTNAAGTC 480 

GNAANTOtfTG AACTICGGAA AGTTQGAAAT TOGNCOJROG NCTJC'l'JCCC CCC3*XNCNT 540 

TN33SAAGCA AAAANAAANA ATTAATTOSN CCrCCCCCCG CAAATTraG GTCNGAGAAA 600 

TITCCAAACC TT030TTAAT AGIAACOJCC OCGNIGTgCTC OCXCCNCCC 649 
(2) INFORMATION FOR SEQ H> NO: 117: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 648 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(xi) MOLECULE TYPE: ENA (gencnric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1043RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 117 : 
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CGATOSGCGA TG3CGATAAA AGAATIGCTC CCTGATTGAT TTJITGTrCGA ACGAGATGCA 60 

GAIGGATTGT CCAGAAAAAC CGGTTITAAG ACTCGTTCAT CAAACTTGTT AAACCATTGC 120 

CCATO33CTT CCAGTATATT CCCCAAGGTT TO3CQGATAT TlVTIl'IttlC TAATGATAAT 180 

OSOXCACAG C<^GGTCAGC OXTGATGCA GAQCGCGAAG AGC£7ICGGTC TATCATAGGA 240 

G3AAAGCTTT CTTGATCCGG 03AGCO3GTC G33ZTGTCGG TTAAAAA'IGG ACGTGCGTCT 300 

AATGAAGACA TTAGCTGGAC AGGTCTAGGG GCTTCAATAT CAAATTCATC A1CCGTTTCC 360 

TCXHGTTCTT CTACGCACCC TGTCITTATG TITAAGA.TCT CAAGCATACC CGCAGGAGTA 420 

CCTCCAAATA TGATAACQ3T GAGAACCACA ACTACCAGCA CAGIGGOCAG AAGAGGGGAA 480 

CTTGGATCTC OXCNNNN3A CCCNTAGCCA GMGNCACTCC AANAGNAACC G31AANCCCG 540 

NAACNTXT7IN NNI'I'ITOnNT TGGATNTCCC CNANNAWUvN AAAAOGCCCC 600 

CCCCGGGNTN Tm^M333C CO^M^XC NNNAAN33GN AAAANNNC 648 
(2) INFORMATICS FOR SEQ ID N0:118: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 419 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRANCeCNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLBTULE TYPE: ENA (genomic) 

fvi) ORIGINAL SOURCE: 
30 (A) ORGANISM: 1043UP 



(JO.) SEQUENCE DESCRIPTION: SEQ ID NO: 118 : 

35 GATCAGATIG TCTIGTGATG GAGAAGCIGG CGCATCAGTA GAGTGCAGAG AAGACCCA3G 60 

CGGAACAACT OLACCACCCA CGGACTGCCG TCTTCCCGGA ATGTTGGGAA AAACAACAGC 120 

ACCGCCTGAG TCACTTACAG TCGCAGTGGG TITXGAGCGC GACAGATTAA AAGAAAAGCG 180 

40 CTCG33GTIT G1GAACAGOT CAGACCAAAA C03AGGTCCT CGCTCGCCGA ATTCCTCGCT 240 

TACCTICACA TNCAACTTAG "IGTGTICGCT GTCCNAAATA TACTCCAAAA TCTTGATCGG 300 

CGCAOCTCTC TGGTFCATGT CCTGCACAAG TIGACCACTG TATTCCAGTT T2ACATCAGA 360 

45 G33CGAAATC ATCAGTGTGT CGCGTICACA GAGCAAATAA ACTCCTTTAC TICCIGCAC 419 
(2) INFORMATION FOR SEQ ID NO:119: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 606 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDETWESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA ( generic ) 

(vi) ORIGINAL SOURCE: 
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(xi) sequence cescrxfticn: seq id mo: 119: 

catctccgac toccqccgtc tcrlscocgtc atd3coctct gt^3ttcoccg tc^tcctcat 60 

cctacccagc cocaccaacc aatoctcgat gcaagctcaa tcctcgc^gc oggcgactoc 120 

tctatacgtc ctggcttmg gtx333gftcgt occttca033 cccccxxgcc attogfcrrcc 180 

acca2*33333 gaatcck3tt gtcactgtaa cacccataca ttocagoccg tacatticaa 240 

cgat3ggacg ogagtocgtc cxx^xtota cq3agaocga acqg0333ag ocagocgggc 300 

q333d3caat c03cag3ccg acc2agcox cgaccacxxg q3ccxta33c 03033cagc 360 

aggccagag2" oxq33cocg gittticatc aaaaatatag to3ctacaag ag33ataog?r 420 

to3atatacc maaactcact cgtaagagat aattaagov3 /cgaaatott tctttogagg 480 

£•0 

ACGTTC37mT G3CGAATCWT AATAATTTGA CAAAAGGTTT TTCAOTD333 GA03TO3-7IT3 S40 

TTGTIT^GGG M3CNAGACCG CCNTATTANA NGAAGNGAN3 O^AACNCAAG AInW3333CAN 600 

GGGGTC 606 
(2) INFORMATION FOR SEQ ID NO: 120: 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 632 base pairs 

(B) TYPE: nucleic acid 
30 (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
3S (A) ORGANISM: PAG1044I2 

(xi) SEQUENCE DESCRIPITCN: SEQ ID NO: 120: 

40 CATCTACAGA ATGCAGGAGA CGCTGOTTGA <^0\ACACAA ACQGOlGftGA 033CAGGCGC 60 

COXCTGCGC CTOTAOGAGG CQ3ACCCGGA CQ3ACAGGCG GOOCOCGTCG ACTCG3GCGA 120 

GCTGCTG3AG GTTG1GGAGC COCACTACGG G3^GCGG03S TOCGCOCTOS OSCGATACG 180 

45 GTACGAG3CC GCCOGCGCGG GCCQ3CTGAC OGGCGQCGCG COCGCGGOCC TGCOGTTTCC 240 

GTACGAC<JIG G33CAGCAGA CCGTGCCGGT COCXXTTGCT COCGCGCATG G3CACGGCAG 300 

OGATCCAACA COTICGTGAC CGTCGAQCTG ACCGCGGAGG ACCTIGftGAG CC03CTCGCG 360 

ACGOXGAGA ACGCAC33GT T3G3CAACCC GGAGCi'ITiG T33STA<3*3G TGTTOAACTN 420 

AGANTCGGGA CCCNNTTNCT NNIGCTNNNG NACTNNNGTG TGWTNNACCN MSfiGCTGACN 480 

TQCAGGT^AN C^JNAGT^INNC CNTIOINCGN ACQCCXTNCCA ACCCNNNGAN CCCNOTTTTT 540 

TACNNN37IT TAA^^gcC^^gC CCCNNNNTNN CJ03J33GNOT CCCCCTT37T hTNNNNNNNN 600 
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ANTINTeATT TTCOXCCTT ajvIAGGNTTO NT 632 

(2) INFORMATION PCR SEQ 3D NO: 121: 

ii} SEQUENCE CHARACTERISTICS : 
(A.) LENGTH: 626 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

70 (ii) MOLECULE TYPE: ENA (geneinic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: FAG1044RP 

15 

(xi) SEQUENCE DESCRIFTrON: SEQ ID NO: 121: 

GATCGCGTGC CTAGTGCGAC CTCATGCACC OCTTGGAACT GOOCCCCCAC CCAT3TCAGC 60 

20 ATCTTTATCT TOCKZGAOCC TGTGACCGAG TAAACAAGCA CCGICATOCA CCTCTCAGCC 120 

TICOCACATG GATUTTCAAA CAGCCAGGCA TGGTCAATOC CTCGTTTGTC AACTATCT7G 180 

TCGTAATGTT CTAPdTOCr CGAATGAAGT POZPOThPCC ACTTQ3TCGT COGGACGAAT 240 

2s ATTGTCCGCA GCCGTTCQ3A GTACAGCAGC TCTICTACAC CAIAATTCGG GCCAAGCAAT 300 

TCTGTATATG TCTGAACTAG ACQCAGGCCT CTCTCOTCCA TACTGGftGTA CAOCAAGA2G 360 

TCCCTATTAT TTCCGACCAC CACAAGTT3T CGAACGGCAT OWXACAGG GACACACTGA 420 

3D QCACCTTGGG- AOGGAATGOG ATTTACTAGC TCAGCCCTAA GCATCTTATG ATGAGGGCIG 480 

CCCTTAGCTT CCIGAGTGCT TOGGOCTGCC TGCTTGTGGT TGGIGGGTCC TTTCTTAGAA 540 

CGATTGTTCA AAACCATGAT GAIGGGGTTT GGTCCGGCCN GGTGATTTGA AGATTTAAAC 600 

35 OGGTtCCAAG GAATTGACCN TGGGGG 626 

(2) INFORMATION FOR SEQ ID NO: 122: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LEN31H: 545 base pairs 
40 (B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1044UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 122: 

GATCTCCTTG ACCGCGCGTG GCOCTCTCTT CTTGAAGGTG ACACCGTGCA ACTGCTACTG 60 

TTAGTATCGG TCCCCTCTGC GCCICCGCTC (^ACGCAGCAG CGAGCCCTGC TCCQCACTCA 120 

ACATACCCTC TTGTGCAAGT TAATCIJrGTA CTCGCGAGTA ACAACGICCT TCAAACCAGC 180 

CATTTCGGCT GCTTAATTAT CTCTTACGAG TGAGTTCTGG TATATCCAAC CrATCCCTCT 240 
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TGTTACCCACT ATATTTTTCA TGAAAAACCG CGCCCGCGGC Tl'iaXl'Tai 1 TGCCCT333C 300 

CTJCCOCCCG CGTGGTCGGC CQCTGGGTCG GOCTGCQGAT TCCCCCCGCC CGCCTGGNTC 360 

CCCOCNNCOG CTCO^JCCAG NITXCCACGA NTCG£3\J0CA TN3M3AAAT GTACGGNTTG 420 

AAMaaTTCNT GTOAAAGGCA NAAAAGAATC CCCMTTNGGT GGNTTNNAAN I*W33CNhKN 480 

NN^frIAGGGAN GMOCCACCNN ANTCN&CAANT TTAANAAGN3 JWNNIWWWV TNNNINSATN 540 

NANAA 545 
(2) INFORMATION FOR SBQ ID NO: 123: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1045RP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 123: 

GTGCATCCGT AATGIGXTTT TGTAGOCCAG AG033A3TCG ACGGT33CTG GGGGCCATTC 60 

TCCCCGTTAA TTAGATGOCA CCCAATTGTT TICACATCCC AGGCGAAGGT TCGCATACCG 120 

CCCACATACT TGG^IAATTG ATAATGCCGC CACATGACGG GATACTAAAC AAAGCAAAGT 180 

GTCflCATTCT TATnTCTGT T3TGGTCAAA AATCGGGGGG TAGGCGATCA ATTTGCATAT 240 

flCAACACGAA AGQ33ATCGG AGATTTCTAG GTCACAGGAC AGTTTGGGGT TTTTA3TQ3G 300 

TGTCTITGTG AAACCATAGG CACTTGACAT AGGAGCCCTC TTTAGAGTAC AATAAGCAAC 360 

TGGCAGCAGC CCTACAGCTT GQ3ZTAAACT TCTCCATTAT GTGAAACGGG AAAGACGACA 420 

ATGCCTCTGA ACGCTTTCAC GCCACTTTTG GIGGCCCAAT TGCATN3NTT CCGNAANTAN 480 

NNTTTINTNN 1 TNOGGNl'i'lT TTGGNNNAAA AAAACCNNNA AAAAAG3GQ0 GGGGGGNINA 540 

AAACCAMjNA TNNl'lTl'I'lT NGGGNNC3333 G033CCCCCT TTTNINAAAN CCMtfXXCCC 600 

OltfJNAAANN GGNW7TTNNKI GGNNNAAAAA TTNNNhlTINN NrrTlTfrKX^ hMOCNtsTOTTT 660 

NTXrCCCNA M^XDCNhBOC CCNNNNITTT TTTTNINNNA M^JAAANCNCC CNN333W33 720 

CCC 723 
(2) INFORMATION FOR SEQ ID NO: 124: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 502 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDZENESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 
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<vi) ORIGINAL SOURCE: 

(A) ORGANISM: EZK31045UP 



(xi ) SEQUENCE DESCRIPTION: SEQ ID NO: 124: 

CATCTAATAA CCAOCCGTTC TATATTTOGG CGGTTAACTA TACATOOGAA TCATATAAGT €0 

70 GCTTAAAAAC ACCTCACCCG CAAGC033TC ATCTATAAAC AAGCCATAGT GTGTGTATCT 120 

TIGOCTACAT AGCATCATGA CTATGTTGCG CACQD3TCAT TTOCACTGTT TTAGCATGTA 180 

ACT332AGAG CCAQCAACGA ACACACCTAA TITTGGAGGC TTACCATACT GTTCTCGCTG 240 

fS GA7X7TIGAAG CAOTGCTGTT GTO^ATAAGT TIT^AACCCG TCOCCAGCAC ATTCATACCC 300 

TGAAACTACC AGTIXICAQGG GACATCTTCT TCCT3XTTT GACAGAATTA TIA TTCTO Cr 360 

CCAGTTAGAT GTPACTACCAT TGTTG33CTA ACATAATCAC CATOTTCATC TCTG3AATCA 420 

?o CCCGTCGCCA AGCATATTAA TGTTTGTACT TAAACTCGGT ACTCCCTTIA TOCAA/OSCA 480 

TCACGGAATC GCCCTTCACT AT 502 
(2) INFORMATION FOR SEQ ID NO: 125: 

25 (i) SEQUENCE CHAPJWCTERISTICS: 

(A) LENGTH: 515 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 



30 (ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1046RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 125: 

GATOGCQD3C OCAAGCCCGT GO30GAGCTC GAGCAGGTTC TCGAGGTCXjC GGG3CAGOGC 60 

GTCACACGAG TAQ3CGTAGG GATAGAGGAT CTCCTCCGAG TACGAGTGCA GGTCCAGGTA 120 

030GTAGR.TC TCCfiGCTCOG CCTIXDGTCTT GTTCACCTRG TCGTTOCAGC TGCGOGCCTC 180 

CACOGCCTOG AACGGCTGCT GGCOGCTATA GTOGCCCGAG CAGGGOIAGG CGTGCTGGCC 240 

GGTCCAGK3G T^JTOGAACG AGTGGTCAAT GTOGACGCCA TCGCAGCCGG GCATGTACGT 300 

GG3CTGC03G TTCTTG33CC ACW33CGGTC GTOCGTCCAC GTGTACGCGT AGOCGTCTGG 360 

GTTGAACACA GGCAICACCA QGAAGTOGAG CGCGTCCAG3 TAGCGCGTCT CCTTGGGCGC 420 

CCGOCCATAC CGCGAGAGCA GACGCTOCAC GACAAAGCAC GCCGTGCTCA 03CCAATCCA 480 

CTOGCGftGCA TGZACGCCGT CXX7TAATTAC CACCG 515 

(2) INFORMATION FOR SEQ ID NO: 126 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 561 base pairs 



ISOOCIO <FP 0M6129A2 .I. > 



539 



EPO 866 129 A2 



to 



is 



20 



25 



30 



35 



40 



45 



SO 



(B) TYPE: nucleic acid 
<C) STRANDELNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi I ORIGINAL SOURCE: 

(A) ORGANISM: PAG104SUP 



(xi) SEQUENCE EESCRIPTION: SBQ ID NO: 126: 

GATCCQGGAG CTOCATCATT AGMSTTCTC GACTTCGQGA AGACAC3CAG TO^TATGTCT 60 

GTAACTXTOC AATTTCAAAT TAATTCTCCT TTCATOGTAG TTCGGGCTGC TGGGCGATCT 120 

CCGACACAAA CGGCTOAGTC GCIGACACAA ACAAAAACTC GACTACGGAA AACGACTAAG 180 

CGTCGCAGAT GCTATATATA TACAACTTOG TTCCTAATTA GGGTTAGATC CTTGCGAGAA 240 

ACAGACGTT3 AQCTTGTOCA CTTCACAATT TTAGTCCOGT CTCOGAAGTT TCCAGGCAAC 300 

ACGAATAACA ACACATATTG CCATOGCATC GGTAACGTTT AAAGACAATG CGGA2GTGAT 360 

AATGATAGGT GAGCAGGATC GGAGAAGAGA GCAAGGTATG QCCAGGCCCT GGATAACGGG 420 

ATTCATCGAC GCGGATATCA TGTOGCAAAA GGACGOTCCG TAACTCATAG TAGACATOGC 480 

CA^AGAGAAC TTOGACAGCT TATATTGPCA TTCGTOCTCT TGCTCTACAT TGTTGAGGCA 540 

AAGATATAAG AG?CTATQGT G 561 

(2) DEFORMATION FOR SF£) ID ND:12"7 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 685 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnuc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1047RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 127: 

GATCGAGTAG ATGTTCCGCA GCQCTGGCAT CTTOAGGTCC CGGTACGTCA GGATGAACTC 60 

GCCAATGCTG GTATCCAGCG TGAACCCGTT GACOCOCTGC CCCGTCGTTA GCATGACGTG 120 

CGTGGACGCG CCGTACATOG GGTAACACGC TGCCACGATC TCCCGGCCCG ACCGCAGCAC 180 

ATCCTTGATT GTCCCGCTCG AGTCCGGAGT CAXTTGAAA ATCGAAACGA TOGTGCCCAC 240 

CGACACACCG GCGTCCAGGT TCGACGACCC GTCAATCGGG TCGCAGCACA CCGCATACGT 300 

CCCACCGGTC TCCGGGAACA CGATCAGGTC CTCCTGCTCC TCCGACACCA GCACCTTGAC 360 

GTTCCCGCTG GCCTTCATCG CATTGATGAA GATCTCATCG CCCH3CACAT CCAACTTTTT 420 

CTGCTGGTCC CCAGTCGCGT TAGACGCGCC GGAGAGCCCA ATCA3GTTCA CCAGCTOCGC 480 
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GCGTCTGATC GICTGCGAGA TGV^CTIGAA CCCAAACGAC /CIGAGTTGA GCAGCAGGTT 540 
5 CAACTCGCCC GTQ3CGTTIT TOGCCGAGCT GCGCTGCGAC TCCAGGATGA AACGCGOCAG 600 

ostaatgata tccgtgtcga tagcctctgc cry^jrcGOTr ciciuiuusr tcacggtagc 660 

CATTTCTOCT TGBGlUCUL'l' GTGGT 685 

w (2) Il^JFCPMATICK FOR SEQ ID NO: 128: 

(i) SEQUENCE CHARACTERISTICS : 

<A) LENGTH: 678 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
/5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGENAL SOURCE: 

(A) ORGANISM: PAG1047UP 

20 

(xi) SEQUENCE EESCRIPTTON: SEQ ID NO:128: 

GATCACTCCC CTCGCTTGAA ACAATCCCGT ATAGCGGAAT CIT33CCGAGC ACCAAGAAGA 60 

TCAGTAGCGA GACGGCTGTC CAGATCAACT TCIQSTKTTA TGQCACTTTG CGCTCGGGCG 120 

CCATCACCTC GGGCAAAAAA GCCTCGAAGG GTTIGAATAG ATOCAACAGA CGCCCACTCA 180 

TTTCAGGCTC ACAATGTTTG TAGGTAQCTT QCTO33CTTG GATTGGCTAC ACAGTTGGAA 240 

CX^CACAAAG TCACTATTCG GCG£GATGGT ACTCTAAATG ACTCCAAGCA GAACTGGTCG 300 

GTTTCGTTTC CTGAACAGCT TAATTGGACT GAGTIGCAGT AGCTGTACTG AAAGGAACAC 360 

GTATCTTGAA AAAATTATAA ATCTCAGTAC CACGTGACCG GATACGAGGT GCTATTCCAT 420 

CICGCTAGAG GAGCTATATG OCTAGTCGGC GTTOXTTGG TGAGTAAGAA TAGCTCKTT 480 

GGACAATAAT CX3GTGA3GAC CTTATTATGC TATAAAGCTA TTITACATAG CAATGGATCT 540 

CCGTGTTTAG ACCITTGCGC CGCCAAAAGA CCAAGTACAT CAGCACCGAG AACAGCAGGC 600 

AATCGCCAGG OGCTTGTGGA GCTCCAGAAG ACATGCTGGA TGCAAACCQG AAGAACGCCG 660 

NICGGAGTAC AGTTGGCG 678 
45 (2) INFORMATION FOR SEQ ID NO: 129: 

(i) SEQUENCE (ZHAPACTERISTICS: 

(A) LENC7TH-. 638 base pairs 

(B) TYPE: nucleic acid 
<C> STPANDEENESS: SlXKfle 

so (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genanic) 

<Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1048RP 
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(XI) SEQUENCE DESCRIPTICN: SEQ ID NO: 129: 

CATCGTCATA GTCCGCCTCG TCGTATTQ3T TCCTTCTOOG OCG30QCTOC ACC032ATAC 60 

CTATCGCGTC CACCTOCATC TTGTCATCCG COTCCATCTC GTCGTCCAGA AACACCIG3C 120 

TATCGTQ^G CATOCTGTCC CODXATTGA GCTOaXOTO GATO0CTO3C COGTCeCCCA 180 

ACGACAGCTC CTCC7IGCTCC OOGTCGTOCA CGCCCTCATT TTCATAGAAG TCCTK7TTGC 240 

GATTO30GC7T ATAGTCCGCG TACATGTCGT 03XCACCAG TCTATOQGCT 300 

CTTCTCCGTC ATCCAGGTCG TCTK3ZAAAC TCGATQCOCT CGTCCCCGTC G3TAATCG3G 360 

GTTC7CGAAG TCGATCTTCG TCO0G333AC CCCAQ33333 ATIATTCCCC CATACQ3SAA 420 

O0GX333CCCG CTOOCAACTT GTO3SAAGAT AGTG03TGCT COGAOCTTCT TTT3ACCTOC 480 

1XJTPATMTTC CNCIX7TCTTT nraTTTCAA CTNIAjXCCT CM333CXN33 TTNACCOCCC 540 

ATCXXGTATG GAAGCANCCA ATAACAAATG CCTCCGAAAA NITIUI'JNTT TTCCNATTTT 600 

OSAANAAGNA ACITCTNANA ANGAATTTIN NANTTNNN 638 

(2) INFORMATION FOR SEQ ID NO: 130: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LEN3TH: 621 ba.se pairs 

<B) TYPE: nucleic acid 
(C) STRANDEXNESS : single 
<D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1048UP 



35 (Jd) SEQUENCE DESCRIPTICN: SEQ ID NO: 130: 

GATCGCGCTC CTCAGCCATG GCITCCTCTA ATAGTAACAC AOGCCX7TOCT TCGTAGTCGT 60 

CGASJTGCAC ACCTACOCQC GCAAATAATG CCTCATCTGA CAQCTGCACC TGJIAGAACT 120 

40 GTGfO^ACCG CAAGTGCAGC TTGCTG2AGA AGCTTCTGAG ATATTTGTAG GOJ1TGT.ICT 180 

GTGTCAGAAA GTTGCTCACC CGTG3ATTCT CGTA033ATC ACGGATAOGA OCTIG3C*ICT 240 

GCOT3CACAG C«3GTACCCG CATAQCTTCT TTAGA7TOCG CTCATCTATC AAGTCTGAAT 300 

45 ATCTC03CTT 033GAAAGAA CCTTCCCACG TAIT7TAGTG TCTCG3JTGT GCATTCTTGT 360 

CTTGCGAAGA GCAGTTCGGA GCAATTCGAC CGTCAGAAG3 TCCCCCTOCT TEAGTGAAAG 420 

NN3CGATGTT OGTTGATAOSA ACTTAAAACC CGTTTT03NT TNTCNCAATA O^IACOCANNA 480 

50 CCTTANGTAC GCININCCGT TCTTAACCCC GCCG33TCCC N33GNJL 3 t;t CAAGTTCTTG 540 

GiIOGGANAAG GTNCCGNTNC CCQ333G1TJC GOCTACTTAA GNGAN3CCAN AAGGNAAAAG 600 

NDCCOCNGAA AAGTQ3tfTTT T 621 

55 (2) INFORMATION FOR SEQ ID NO: 131: 
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(l) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 480 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii> MDLHTULE TYPE: UNA (gencnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG149RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 131: 

1S C^TCTTTCAG CTTTQ33STG CTATQ3CAG3 CMJCCTQ33C CTTTATG30C TCAATQCCTC 60 

GCTCACGACT CICATGTGCC TGTG3GCAAT CTOTTCACGT GGGTACTATC CAGCGA0333 120 

ACTCCCTATG GCTGTTCCAG ACAAACCGAA ACTCAGCATG CTCTA03TQC CCTACTTCCT 180 

^ GATTCCTCTG COCCTCGTCT TTGTGTGAGG TCTG2AGCAA TGCACAAGTG CAACACTCTA 240 

TATATAATCA CCTGACTATG TACCTATTTC TCOOATAGCA CCTTAOGTTT TOTCACGATT 3C0 

CCAGTCAGTT AQCTQCCTCG AQIAACCOGT GAGCTCCGAA AAQ3GAATTC GCTACAAGGT 360 

25 CTTAGCGCAT AOJCCTGCAA CTO3CTTTO3 CTAG3TCAAT TOTITTTCTT GGAACCANTC 420 

TTGGTATAGA CTCTTGOSTA TTGATCGGGC TGPC<iAGTGT TTTN3JGGNA GNCAAACACC 48C 



(2) INFORMATION FOR SEQ ID NO; 132: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 477 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1049UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 132: 

GATCGTCTCC TCGGCGACAG 03CCTTCTAG ACOCTCGACG GC03ACACCT TGATGCTOCT 60 

45 CT03CTCTCA AACGTACCCA GACOCTTGTA GTAGOTGACG CCGTiTlTCT TGAPGPGCAT 120 

CTCAATACCG CCAGTCAATT GCTTCACAAC Q3TGTCCTTG GCCTTTTOGA ACTGGOGCAT 180 

GTTCACAGTC ACX7ICGCCCT TCACGTCGAT ACCGOGCTGC TTGGCATCGA GTTOZATCTG 240 

SO GTGCAGCAG3 TO03AGTTGT TTAGCAGCGC CTT3GATG3G ATiO^CCCCA CX7TTCAAACA 300 

OGTCTCADCT AGACOGOCGG CCTTCTCCAC ACACGCGGOG TCGAAAACCA GTTIGTTOCA 360 

GCCTTCGATG COCOCCACNN TTAACCACCG COGACCNCCA OCCATCAACC ACAACGTCGG 420 

55 GbTTTiCl'IT TGTTOGGAAT TCAACCAG3C CCNCTTTmT GGGACGACCN CTTANNC 477 
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(2) INFORMATION FOR SEQ LD NO: 133: 

(i) SEQUENCE CHARACTSUSTTCS: 

(A) LENGTH: 443 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEXKESS: single 

(D) TOPOLOGY: linear 

fii) r*>LBCULE TYPE: LTJA (gencmici 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: PAG105CRP 



15 !xi) SEQUENCE DE9CRIPTICK: SEQ ID NO: 133: 

NM^rr^\TK3G TO333CGTGT AGAI7IAGTGG TCQCGGN3CC COTCCACATT CICCATOCIC 60 

AOCACCACGA CAGACTOSAA GTACAG3AAA AGCGACATTG TCGTCGCAGA GATOTOCGAC 120 

20 GCGGCGTTCG AGTICCCAAA AGCAGACAGC GTTGCGGACG CCACCAGTTC AAQCCCCGCA 180 

ATIGTCGCCG TO3COCACTT CACAGGTGTT TO3GCCACG3 TGCGGCCGCT CGTGAAGTGC 240 

GTCTGGATGC ACGACACCTG GTCGTTCGAC TGOGTITCGT C7I7CCATCAC CTTG^GGTPG 300 

25 QCGTCATTCT CCOGCACCTG GTAOGTCAOG CCGGGAATCT TNITTCTGTT CTCOGCGCIC 360 

ACATACTOCA CG3CCK33AT CTGAATGTCA CXDQG3TGTCA CAGGACAAAA CTOCTTCTAG 420 

CCGATCCCAT ACATGTCCTT COC 443 

30 (2) INFORMATION FOR SEQ ID NO: 134: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 400 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEtNESS: single 

35 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1050UP 



(Xi) SEQUENCE DESCRIPTTCN: SEQ ID NO: 134: 

GATCCTTTCG TATGAAGTAT GCAGCTGTCG ATATGCTTAG TTAACTTCTG CCCAGCTATT 60 

TAAGCTGCAA TTGAATCOOC GOTGACTCAG CTIGCAAAGG GTAGC?GAGA C<SACCOGATC 120 

GGTTTATTCG GAAAG3ATAG AOGTGAACGG ATAOCTCAGT TTCCGTGTTA <XTCCTAGAG 180 

ACCNCAACGC ATCTGGTGCC G2^IGNCAGGG CATTCTATAC AACCTTGTGA TCGAGC3GAC 240 

ATATN3CGAG CG2ATACTAG GGCAQ7TCCC TOQ3ATA<33T GAG3CTNTAG ACQGG303CT 300 

GALXTGCGCT TTTGAGGCCG OCAOGTACC CCO30O3GTT GCG3AGGTGA TGAAG3CGTT 360 

CCAQCAGCGG TAOGACTCCC GG33ACAAAA ACGCAGGCCC 400 
(2) INFORMATION FOR SEQ ID NO:135: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 713 base pairs 

(B) TYPE: nucleic acid 

5 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1051RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 135: 

IS GATCAAA1TT GACATGTAAT TAATATATTG AGGTAAAATC TAGATAATAA ATACIGCCAG 60 

CAGTOCTGAC CAACTTCCAT TACCAAGCAT ATAAGAGGTC TEAAATCAGC COV03TATA 120 

TGCGAGGGAA GATAGATCCC CC03XTGCA GGAATTCGAT ATCAAGCTTA TCGATACCGT 180 

CGACCTCGAG G333GXCCG GTACCCAATT CQCCCTATAG TGAGTCGTAT TACGCGCGCT 240 

CAcroarcGT oGrrrrACAA cgtcgtgact gsgaaaaccc togcgttacc caacttaatc 300 

GCCFIOCAGC ACATCCCCCT TTCQCCAGCT G3CGTAATAG CGAAGAGGCC CGCACCGATC 360 

25 GCOCTTCCCA ACACTTGCGC ACCCTGAATG GCGAATOGAC G03CCCTGTA QCGOCGCATT 420 

AACOOCGGCG GCJK7KJ7TG3 TTA03332AG CGTGACCGCT ACACTTOCCA GCaXCTAGC 480 

GCCCOCTCCT TTCCCTTTCT TOCCTTCCTT TCTCGCCACG TTCOCCQGCT TTTCCCGTCA 540 

30 AGCTCTAAAT CGG33GCTCC CTTTAGQGTT CCGATTTAGT GZTTTACGGC ACCTCGAOCC 600 

CAAAAACTTG ATTAG3GTGA TO3TCACGTA GTG333CATC CCCCIGATAG ACG3TTTTCG 660 

CCCTTTGACG TTGAGTCCAC GlTCTl'i'AAT AGTOGACTCT TGTTCCAAAC TQ3 713 
(2) INFORMATION FGR SEQ ID NO: 136: 



35 



40 



45 



<i) SEQUENCE CHARACTERISTICS: 

(A> LENGTH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS-. single 
!D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1051UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 136: 

GATCTATCTT CCCTCGCATA TACCTTCGGC TGATTTAAGA CCTCTTATAT GCTTQCTAAT 60 

GGAAGT1UL.T C^OCACTOCT GGCAGTATTT ATTATCTAGA TTTTACCTCA ATATATIAAT 120 

TACATGTCAA ATTTGATCCA CTAGTTCTAG A0333CCGCC ACCGCGGTGG AOTICCAGCT 180 

tTIGTTCCCT TTAGTGAG33 TTAATTGCGC GCTTGGCGTA ATCATGGTCA TAGCTGTTTC 240 
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w 



is 



CTGTCTTOAAA TTGTTATCOG CTCACAATTC CACACAACAT ACGAGCeOSA AGCATAAAGT 300 

GTAAAQCCTG GGGTGCCTAA TGAGTGAGCT AACTCACATT AAITO^GTTG CGCTCACTGC 360 

OCGCTTTCCA GTCGOSAAAC CTGTCGTGCC A3CTGCATTA ATGAATCGGC CAACGOGCQS 420 

GGAGAGGCGG ITTOCGTATT G3GCGCTCTT CCGCTTCTCS CTCACTGACT COCTGCGCTC 480 

GGTCOTTCQG CTOCGGCGAG CGGTATCAOC TCACICAAAG GOGGTAATAC COSTATOCAC 540 

AGAATCA03G GATAACGCAG GAAAGAACAT GTGAGCAAAA GGCCAGCAAA AGOCCAGGAA .600 

COGTAAAAAG GCCGCGTTGC TGOJmTIC ATAGGCTCCG CCCCTGACGA OCATTACAAA 660 

AATCGACGCT CAAGTCAGAA GTGGCGAAAC CCGAC/OGAC TAT 703 
(2) INFORMATION FOR SEQ ID NO: 137: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 595 base pairs 

(B) TYPE: nucleic acid 
20 (C) STPANDECNESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: P?Cl052ll 



(xi) SEQUENCE DESCRIPTION: SEQ ID TJD:137: 

30 GATCTCCGCT TCAAACCAGC TAQ0GAO3AC CGGAGGTCGT TOCAGAGAAA GTCAACAATC 60 

AATATOCTGG GTAAAGCT/*3 CAOCOOCGAA CTACTTGCTC TTQGCACCAC CGCAAAGGCA 120 

CACAACGAAA ACTGGGAAGA TGAACTGAAG AAACAACAAA Ca^TCACCGT TGATGAOCAG 180 

35 GTTGTTTCGC CAGAAGATTC GCCCTTTGCA GAGCCAGTGC /OGAACCAAA CACCTCAGTG 240 

TCCQGCTACA TCAAGAGGAA ACTATCCCTC AAGCGTGATA AATCCACAAG ATCCAATCGT 300 

TOGCAATATG ATAGGTTACA OGACTAGATA TOGATGTTAA GTATAGAAAA ACTGTATATT 360 

40 ATTTGAOGTG CTOGOOGTTA CQGAAACATA TAAAGATTTA ATTACTCATG QGCQGATGGT 420 

ATTTTTTCAT G333XCACT Q^ACTCCATT T03GCAGTTG GAGGACGAAG TAGSAACCCA 480 

ATTCCIGGTT ACAAGCGCTC GGTTTCATGT AOCCTATACA CAAGTATCCA TTATTNGGGC 540 

45 TTATTGATTT GTGTCTNTGG GCCQGACTTT TAMCTTTCTC ACTO333GAN GTCCT 595 

(2) INFORMATION FOR SEQ ID M0: 138: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 625 base pairs 
50 (B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1 05212 
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is 



20 



25 



<xi) SDCUENCE DESCRIPTION: SEQ ID NO: 138: 

GATCTO33IT QCQOJTGAPG ACCACCAATG CGATGCACAC GAGTATCATG ATCAGCAAGA 60 

TTAAAGAAAA GflCAGCGTTC AAAATAAAAA ATACCCATGC CATAATGGPG CTGACGCTTG 120 

CACGCTGTCC AAAGAGCCCT GflGAAAAATA AGAAGAGGAA OGAATTAACA AGAGTAACAC 180 

T3GATATCAT AATGTTCAGG ATGTTAGTCG CG33GTCGAG GTACGGCCTG CATTTAGCCA 240 

GAGCTGCGAG GTATATTA1T TCAATGACAA ATAGAGOGAC GGCCT3GGTT TTACCGGAAT 300 

7GTGGGCAAA TGCAATAAAT ACCGCTTTCA ACAAAATATG OXGAGGATC ATOCAGGACC 360 

ACCAGTAGTG TGTCQCACTG TACATTGTGT AGAAGAAGCC CTTATTTGTGT AGCACATTIT 420 

CATT3COXA TAGAATGGCA GCTGOGITCG AGTOCACACC AATGGAAGCC CTTCCACNGT 480 

AGATAGT3CG GCAGGCAGCC CAMXCATAA TTGACAAGAT AAANGTNGAG CTAAGNCTGC 540 

CAGAACGACC NCCGCOGGGG ATCANCGTTC ANTGATKXC CACCAGCAGA GATCGCNATT 600 

GANT3AOCCC OGCAGTITJIN COCAA 625 
<2) INFCRMATIOM FOR SEQ XD NO: 139: 

< i ) SEQUENCE CHARACTERISTICS : 

(A) LEM3TH: 486 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

30 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1052RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 139: 

GATCGCGGAC CCGTOGGCGC AGAACCTGGC GTGGAGCATG GCGCTGATCC GAGTGGAATT 60 

40 CATGCAACCC AICTTCCGGT GGTACGTCCA GC03ACOGGC GGCGACOCGI' GGCTGCATTT 120 

GACC^ICAACG ACCACGTCTG TGCTIGCCCA ACCOICACTG GATOCGCTAG TQ33CCGOCC 180 

CGTGAGCAAG Q33ACACAGT CGCTATTTGC CAGCACMAC ACGAIGATCT TCAGAGGGAT 240 

45 CCGTAGACTG GOCTACCGTG CGAACATAGA CAGCTCATCG GT1GTGTGTA CCGGGCTAAC 300 

GrTCTTCCTT CTCTTCGGCT ATITGGATTG GCGTGGCGGT TTACATITGT TCAAGCGGGG 360 

CTACTCGGAG CTGCTTATCC CCCATGAAGG TCAATGAACC CAGGTCCGGG TCCCTAGACT 420 

TCCAAGAAAA ACGTOGGTGA TTO'TJCTCAA AOGTGTTCTT TTGGGGTANA TCTTOCCCCG 480 
M3TTCA 

(2) INFORMATION FOR SEQ ID NO: 140: 
(i) SEQUENCE CHARACTERISTICS: 



50 



SS 



486 



547 
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(A) LEMJIH: 468 base pairs 

(B) TYPE: nucleic acid 
fC) STRANDECNESS : sinqle 
(D) TOPOLOGY: Irnear 

(ii) MOLECULE TYPE: CNA (genomic) 




10 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1052UP 

SEQUENCE DESCRIPTION : SEQ ID NO: 140: 






GATCCAQCTC Ti^GCXJGTA lURAC'TriOi: COIXXXJJALX: ACACCGAAAT 


60 


IS 


CGAOCGCACC TCCGTCIQCG TCTOjrAGTT CCAAATTTCC QCG03CCC03 AGTACAGOGT 


120 




GATCAGCACC CACG3^1CGC TCGGGTGAAA GTCAAT3CCC TIXZACCCIGT CTGTCX7TCGA 


180 




GACAAACGTT TTCTACTCAC GTTAGTACTT COTCXXXQCC CIGGATAGCA TGGTCGAGCT 


240 


20 


CTT30333TCC GCCCCCTOCG TT330TO3CAA AGATOoTXTT CAAACACACC GTAATAGGCC 


300 




GTGCOOGACC ATGCAGXCC CATICGTCCT CGGACACACA CATACCTTCG TTTCCAAACT 


360 


25 


TCATIGGTCC CCACTTGGGA TTCCTAGTAG CIGTTOAACT CGGCTTTTTG UJl'llTIGlG 


420 


GAAAAOTAAT ATTZOTSTTOS ATTATTTAAA TAGQ33TCCN 'ri'l'lNTIT 
(2) INFORMATION FOR SEQ ID NO: 141 : 


468 


30 


(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7TH: 672 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
<D) TOPOLOGY: linear 




35 


(ii) MOLECULE TYPE: ENA (gencmic) 




(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1053RP 




40 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 141: 






GATCATAGIG A1TGATATCG GGAGAGGGTT TCGTATGTGA CAGCCTGTAT TCACGTATCT 


60 




OGTCCTTCAC TTCATATATT IL'l'IGIULKJA UL'IGIGAATA TATCTCCATG CGTICTCTGT 


120 


45 


rCCATHTlC GTOCATTTTG TGGAAT3CAG COCACTTCTC GTACGTTGAA GTAGXTIGG 


180 




GTACTAACGA TCCCTGAACA G3GAGGAG3C A1GTTGCGAG GGAGAATATT AAGGAATCAT 


240 




ATCTCATTTT TACGTCTGAG ATAACTAGTA CTAACTGCAA TGCG3CGTCC AAATACCCGT 


300 


SO 


CGTAGTAATC GTATAGGAGC AAAGCTTCAT CTCTTATACG ATGTGGAGTT GATTCAGTCC 


360 




ACTOCAQOCC TTO3TATTTA CCCAGCATTG CATCATATTT GGACTGATAA TATTCGAAGT 


42 C 




TCTTCCACGC GTCCTTATAC G3ATCAATTA CTGATTTTAC AACATOGAGT AA.TATGGAAA 


480 


55 


GATATAAC1C TGGATTOCCC IGTAIGACTT CCAGCACGCC ATGGAACATA TCCCGAATOC 

548 


540 
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cgtcqo3xa cnxx^Gftcr aactitcgcg tgtatatctg cicttcgact gtoxatggt 



600 



TGACTJTAGGT AICTICAGGT AGAA1GAAGT CAATXSAOCGA TAAACTGACT TGCTTGAATC 



660 



s 



GTCCCAAAGA GT 



672 



(2) INFORMATICS FOR SEQ ID NO: 142: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 609 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEWESS: single 

(D) TOPOLOGY": linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1053UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 142: 

GATCTCG3CT G3CTGCTCGC QCTCGAGOC TACIGGGCAG ACO0CTACCC AATAAACAAC 60 

GCCCTAATCG CCGGTOCAGA TAAATIGCAC AAGCTCTACT CAACCGATTT TGCCCCCATC 120 

GIT03COGCCA GC^CTTTCGG CTTGAACCTC GTCGACAAGC TT3GACCGCT GAAAC^CCTC 180 

ATAATOGCAA AGCTCAGCGG CCCAAATTAA TAGTCACGTG TACATAAAGG TTITCCTAAT 240 

AGCTATACAG CTTGCCCGCG TCCTCAGCTT GCAGCGCGCA ACOGQCGTGC AGCCATGAGC 300 

GICCTACTOG AAACTACCAT TGGCGACCTT GTAGTAGACC TCGACTACAA GACATGCAGC 360 

GXGAGAGCT ACA/CTTCCT CAAACTCTGC AAAACTCGCT TCTACGACTG TCAGTGCATC 420 

TACCGACCTC CATCCTGAAG GCTCAGCACG CCCTCG3CGA TCCACAGGTG GTXTITGCAT 480 

TC03CACGGA TTTGCCTGTA CACAATACCT CGATCGAAGG CCTOCGCGAC ACACGGGCGG 540 

TCACCCCGAA CCTCATTGAA COCTCCGTTG COGCTCAACC OX^^GAGCGC TTCGGACA03 600 

TCCOCTTIG 609 
(2) INFORMATION FOR SEQ ID NO: 143 : 

(i) S30UENZE CHARACTERISTICS: 

(A) LENGTH: 594 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1054RP 



SO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:143: 



CATCCGTCGC CGGTICCGCCA ACGACAGCTC CTCGIGCTCC GCGICGTCCA CGCCCTCATT 



60 



55 



TTCATAGAAG TCCTTC7TTGC GATTGGOGGT ATAGTCCGCG TACATGTCGT OXXOCACCAG 



120 



549 
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70 



15 



20 



30 



GTCGACCTCG TdATTXXXT CITCTGCGTC ATCCAG3TCG TCTQZAAACT CCATGCGCTC 18C 

GTCGCCGTCG TTATCGGGGT TCTCGAAGTC GATCTCGTCC OQCGACCCCA GCaXGAATT 24C 

ATTCCCCATA CGCOXX'CGC GCCCGCTCCC AACTIUTGCC GACGATGGTG CXTTGCTCGTA 30C 

C<7TCTGTGAC CTOCTXJTCAC TACTCCGCTG CTCTGTATCG TTTTCAICTC TAGCCCTTCT 36C 

CtGCCCGTGT GAACCCTCCA TTCCGITATG CGAAGCCATA COCAAATTAC CAAATTOCCC 420 

TTOCTGAGAT CTTGAATACT ATCICCCAGA TGTTTGACAG AOGCGC^GCT TCTCACGATA 4 SO 

CGAAATATCG TGATTTTACG TGACTTTCAA TACCTCATTT GGATTQGATT QGTGAAOCAT 540 

AGATTTTCAG TCATATTGAA AAATTATTTC CAAACAGGGC AATTGGATGA GCTG 594 
(2) INFORMATICN FOR SE£> ID ND: 144: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 545 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



(Xi) MOLECULE TYPE: DNA (gencndc) 

(vi) ORIGINAL SOURCE: 
2S (A) ORGANISM: PAG1054UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 144: 

GATCGTCGCG TTCOOCAGGG CTCOCCAACG AAGOCTTGAC ATGTCAAACC COTGAAAGA 60 

AGAGGTGATA TGGGCCACCC ACGAGGCCAA GTGGGAGCAA CTGCTCGCTA CT33GACCCT 120 

TCCCCCAGAT GGGGCCAAAA QCGACTGGAA GCCTG3CCGA GCATG3CTGG AACCATATGA 180 

36 GGCCQCGTTT CGGAACCAQC TTGCAAATCG CAAGCOCACG AGCCAGAAGC TCAAGCGCTA 240 

TAGTGCCCAA ATCAGCAAGG TACACCTCCC GTATTACATT AAGTGCAGTG CTCCTATGCA 300 

TACXCGTCGC CCCAAACGCT TOGAGIGTTT CCAGAAAGAG CTCCACACOG TTAATCCATT 360 

40 CXJITCCAGGC AGAGATCTCG GTTCCCTACT CTCCAAGTGG CGAATC33TGA ACGGAAAAAA 420 

CTACTATCCXr TGAATGTATA TAGTTTATAG TCCTATTOCT TCATCAGGTC TCCCAGCAGA 480 

GGCGGCCGCT COGTCTCAAC TATGCGCACC TCGCTCAQCC ATTCQCTGAG GTCCITCTGA 540 

45 GTTCG 545 
(2) INFORMATION FOR SEQ ID NO: 145: 



(i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 532 base pairs 
50 (B) TYPE: nucleic acid 

(C) STRANDEXHESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genccnic) 
55 (vi) ORIGINAL SOURCE: 



550 
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(A) ORGANISM; PAG1055RP 



<xi> SHJJZSiCT. DESCRIPTION: SEQ ID NO: 145: 

GATCCX3TCGC C03TCCGCCA ACGACAQC7C CTO7K30TCC OCGTCG^XA OGOCCTCATT 60 

TTCATAGAAG TCCTTOTTO2 GATTO3CG3T ATAGTCCGCG TACATGTCCT COCCCACCAG 120 

GTCGACCTCG TCTATGCGCT CTICTOCGTC ATCCAQ3TCG TCTGCAAACT CGATGCQ3TC 180 

TTATCQ33GT TCTOX^^AGTC GATCTCX7TCC QXGACCCCA GCG3CGAATT 240 

ATTCeCCATA 03CGAG3CGC GCCCQCTCCC AACTTGTOOC GACGATGGTC GGT3ITCGTA 300 

GCTCTGTGAC CTT3CTCICAC TACTCC3CTG CPTTGTA'KG TTTTCATCTC TAGCCCTTCT 360 

GCOCCCGTGT GAACCCTCCA TTCCGITATC CGAAQCCATA CCCAAATTAC CAAAITOGCC 420 

TICCTGAGAT CTTGAATACT ATCTCCCAGA TtTTTTGACAG ACOCGCAOCT TCTCACGATA 480 

CGAAATATCG TGATTTTACG TGACTTICAA TACCKIAT7T TOGATP3GAT TG 532 
{2) INFORMATION FOR SEQ ID NO: 146: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 553 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1055UP 



3S (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 146: 

GATCGTCGCG TTQCOCA03G CICXXDCAACG AAGCCITGAC ATGTCAAACC GCTTGAAAGA 60 

AGAOGTGATA TG03CCACCC ACGAGGCCAA GTGGGAGCAA CTOCTCGCTA CT333ACCCT 120 

40 TCCCCCAGAT GGGOOCAAAA GIGACTGGAA GOCJCTXXJGA GCATOSCTGG AACCATATGA 180 

G3CCGCGTIT CQ3AACCAGC TTGCAAA.TOG CAAOCCCACG AGCCAGAAGC ICAAG03CTA 240 

TAGTQOCCAA ATCAGCAAOG TACACCTCCC GTATTACATT AAGTGCAGTG CTGCTATGCA 300 

45 TACCOGTCOC OCCAAACQCT TCGAGTGTTT CCAGAAAGAG CICCACACCG TTAATCCA3T 360 

CGTTOCAG3C AGAGATCTCG GTTCCCTACT CTCCAAGIGG CGAATGGTGA ACGGTAAAAA 420 

CTACTATCGC TGAAT3TATA TAG3TTATAG ICCTAITCCT TCATCAGGTC TCCCAGCAGA 480 

50 GGCGGCCGCT CGTITCTCAAC TATGCCCAOC TCOCTCAQCC ATTCGCTGAG CTCCTTCTGT 540 

A3TICGTCAC CCG 553 

(2) INFORMATION FOR SEQ ID NO: 147: 

55 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 556 base pairs 
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20 



25 



30 



35 



40 



(3) TYPE: nucleic acid 
(C) STRANDEENESS : single 
CD) TOPOLOGY: linear 

lii) MOLECULE TYPE: EMA (gencmct 

<vi ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1056RP 



(JO.) SEQUENCE EESCRIPTICN: SEQ ID NO: 147: 

GA7CATCAGC CXGAGCTTCC AATTTGTOQG CITICIGTIG ACATACATCC TOCACACCTC 60 

QCA3XJCOMG COCCAGOGCT CQOQL'.TIUG CCT0332CTG AOCTTCACOG GATACG3GTA 120 

CAOIATGATT CCTAQCGACG TGAOGAGCAA Q3T033CAAG GACCCCGACA TOGCQCGCGT 180 

GGWXTGGAC GACCCCAACG AATTCGAAGA TICGCACCTG TACTC3CCQC TGGCGCACCC 240 

G3CGCAGGAC CQCTTCGAAT CAC2GCTCTC GCAC033CTG AT33AAAAAC O30QGAGAAT 300 

TC'COGCGCTC GOCATOGTGC TAGAGATTTT a333CTTOCA ATTATOTOCA AAAGOGTGTA 360 

CGACTACATT GTOGTCAAGC GCAIOGA3CG CCOCATCTTT ACTQZGA03G ACAGCGAGAG 420 

(OCCCOCATAG ATGTICATAT AACTTATATA TCCCTCATTG ATCTTCGCTT 033CCCCGTT: 480 

TAQ32AQCAG ACCAGCAGTT TCTICGTTCG CCCTNAAGTC GATGCCQ32A GAG^GACCAG 540 

ACGCCCCAGC GCGGIA 556 

(2) INFORMATION POP. SEQ ID NO: 148: 

U; SEQUENCE CHAPACrERISTICS: 

(A) LENGTH: 550 base pairs 
<B> TYPE: nucleic acid 
(C> STRANDEINESS: single 
(D) TOPOLOGY: linear 



(ii> MOLECULE TYPE: CKA (genattic) 

(vi) ORIGINAL SOURCE: 

•A) ORGANISM: PAG1056UP 



(Xi) SEQUENCE DESCRIPTION: SEQ EC NO: 148: 

GATCCAACCC AGGftCTTCTC GAAAGATAGA ACTOCGAACA CAGCCACC33 CAOGAACTTC 60 

45 TCATCACCTA GCAGCAATAC TAAGCAGACC TTCAGCGAAA ATGAAGAAGA ATCTGATGCT 120 

GAGTTCGAAG ATCTATAGTT GTACCCUTAT ATTOCATTTT TITI'.TITIT TTrTTTTTTT 180 

TTTTTTTOGA GATGTCAAAA GCTOATCTCA ACTOCATGAC CAGCCAGTAG TOACTAAAQC 240 

50 AGTGTGTCTA GTTCTTCTAA C7TGATTTTAA QGACTATGAG CTTTAATOAG AM3C7IGAAGT 300 

G3GTACTACG CACTGCTX7TT GCGACTCTAG TTACGATAAA GTCTGTCGAA GCCGTATATC 360 

QCCIXJI'ATGC AOCTAAGCAG AACACTAGCA GGAOCATTTC T3333AOGAG AAOGACGTAA 420 

55 GACTGOCCAA ACG^TTCGT CACTOTA033 CGTACGATGA OSAATTATAT CQ33AQCAGTT 480 
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TAGCTCGGAA CTACCCATTT 'IT333CGAAGA CGGTATQ3CA CGACTACAG3 AACAGTACTC 540 

ATATGGTGQG 5 50 

(2) INFORMATION FOR SEQ ID NO: 149: 

<i} SEQUENCE CHARACTERISTICS: 

(A) LEMTTH: 653 base pairs 
<B) TYPE: nucleic acid 
, 0 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: ENA (genomic) 

(VI) ORIGINAL SOURCE: 
IS (A) ORGANISM: PAG1057RP 

(Xi) SEQUENCE DESCRIPTION: SEQ IDNO:149: 

20 GATCAGGGCC AAATCACTGC TAAGTACAAA CACAAAGGGC CAAGTATTAA GGTGAGAGAG 60 

CGTTACAGGT GCAT3GATAA TACCGCAGCTT ATATATCAAG GCGCACAGTG AACACATTCT 120 

GCAGACGATA GATA1GTCTG AGACGAAGTA GGITGAGATA TITACGCACA AGCCTCATIT 180 

GTAAGATAAA IGGTCATTAC TAAO^TTTTT G33TTTAGCA GCAGCAGOCG GAGCAACAAC 240 

GAG033CA03 AGC££QC7I133 TGGTGGACAG GG1CCAQGAG TCCACGATG3 CG33SAGCCA 300 

CGGGCCAGG3 OGAACACGCG CAATGTGACT CTGGCAATCC AGTACTCGTG GCTCCACGAC 360 

ATGAGGAATG TCQQ3GGAGA QOOCGAGGAA CGGGACAGGG CCCGG3GGAG AACGGAGATA 420 

CGTTCGTGAT GAGCTTCACG GACGTGCCGG AC1CGACGTC GAACGATCGG TTTCAG3AAG 480 

TGATCGGCAT TGCGGCGCAG TTK3CATIGA GCCGCGTGGC GCGGCGGATC AOCCTCCIGC 540 

QGG33CTCTC GAAGGAGTCC TTTGAAAACT CCCTCTCAGG AACCTCAGOG AGCTGGACAG 600 

CCAGCTGTGC AGTATA7GCT ACGACGACTT TGAAGACGAC ACGTCGATCG GGT 653 
(2) INFORMATION FOR SEQ ID NO: 150: 



25 



30 



35 



40 



45 



50 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 668 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1057UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 150: 
GATCTAGG33 TTCTICTTGC CGCGCTACGG CCX3CCCCTCG CAGCCTCGCG CT3GCTCCCG 60 
CGCGAGAOGG GATCGGCAAG GCTCCTCOCA GCCOCACACT 03GTCTATGC CTGGACCGTC 120 
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IS 



30 



35 



40 



45 



£0 



COGCGAGCCG GACAGCCGAG GAGCAGCCCC GCGATCTCTG TCTCCCCGGC GGCQITTACT 180 

CTGGGGCTQG TGTTGAATTT TCCTAAAACT QGTCAPATTG TAC03GCTCG CTCJ^GCCCG 240 

>!X3CCTGTCGA TTGTACACCG GAAT?U3LXJLi\ TCAATTQGAT C333GACGCCA GTGTTACCCC 300 

CGAAACCGTG OGCAGCQSCT QGCQ33CCGA QGGCTGAGOT G033CTGCCG CGCAAGGCOC 360 

ATTTGCTGTC GACTQCAGAG CTSCAGGAGC TGTTG2A35T OIAG^vCAAG 7TCCAGCTGT 420 

ACOB3X03G AGCGA3G&GA 03CftGftAGCG GCTC<3AGCAG CAACG£>AAAC 480 

AQCTGGCTGA AATfiCGGGAA fiCGTTrCCGG OmmT- CGAACGJCAG O X CT Q CAGG 540 

A«^3GCTGGA 033^TATCAG AGGCTAATGT TCCGGTACCA TGAAQUGltX; CAGGCGGTAR 6CC 

ACGGGCGTGC O3330CCGTT ACAACGACGG UTIVIUCCGC- O3U0GCTCCA CAAGAAATGC 660 

3CGCTC3CG 668 
(2) DEFORMATION FOR SEQ ID NO:151: 

<i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 614 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



25 (ii) MOLECULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAGl 05811 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 151 : 

GATCTTCACA TTCGCATGCA GGTTCT1CTT GTTTTTACTA GCACCCTCCG GCGCCITGTT 60 

Q3CCTTCAAC TTGAGTTCAT CCGCACTTGG CTTGATAAGA CCA<XTTTCA /OTACACCAT 120 

GATGTCGTCG TCAICACCGT GCTTAAAGCA ACAGCGCTTG CCATAGCQGC AGTAGCCTGT 180 

CTTACTCCAA TTGATACATG GC7TTCGTGCG GAATTTGTCC GACCGCTCCT TGAACTTTAA 240 

CTCOTGGAGA OCATOQ3CAA ATTOGCACTT GTTATCGTAC TTGCAG3CCC CCGTAGTCGC 300 

AAATGATTCG CATAACTCTG TCTTGTAA^S CATCTIGTTG ACCTTCTCCT GCGATGGCTG 360 

TGOCTGCTGC TGTGQ3GTTGG CGGOGOCGGG GAC^GAACCC GGCAAAAGTT C03CTCCGGC 420 

TCTGCQDCTG CTCCOOCTGG GCGCTCQ3GT OCTOCCGACG GATGCTGCAG GAGCOCAGGT 480 

TTTCGGGCGT CAGQGTAGTA TCCCATTGGT AGGCCGNTAA TGfiGAGTTTA TCOOCACCTC 540 

NMGGTA3GT TCCOCGTTCC C^GOGCCAA GX3GNAATCAN TNXCGCCCA AACCGTNAAC 600 

CWXCCCNCC CNGC 614 
C2i INFORMATION FOR SBQ ID NO: 152: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 634 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

S (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1058I2 



(xi) SEQUENCE DESCRIPTION: SEQ IDNO:152: 

10 

AAGUTTGCAT CCCTGCAG3T CGACTCTAGA GGATCTTOCA AAGTATOXT T3GTAGTGTG 60 

GIGATGGTTA TCTOCfiGITT CAATTOCTTT GTTAGTTAGT GTATCACATT ITll 'lUJL'iT 120 

TO3CCGATTA GAGTGCTCOG CCTCATGGAT OT3IAXCTCC O^TCTATACA CGTATATTTA i 80 

15 

TICTCiTCGC CCAAGTGGCG GAGTACAATT TTCCTCTAGC TT33ACCTATT TCGGTTGTAT 240 

TTCAGTAGTG AAATAAAACT ATCAATTAAG TACAOCTTTC GTATGACTCT GCCACAQGAT 300 

GftG^OIAGAC ACTCTGCAAA GTACCOGATT TCAAATAAAT GTTTACGAAT AAAATCAAAO 360 

OCCTACAATT ACATAATTAT AAAATGCTCT CGTAGCTATG TCTTTCOQGT CTTTTTTTTA 420 

TCTTAAAGTG AACATCGW3T CTTCTICCTTC TTAOGTGTIT AGATCACAAG CTTACATOCC 480 

TOCM3*ttX3NffJ AAACAGTTfC TCGAATCCCT Ct^TCCTCM CCANGTACT4A AGGNAWTACG 540 

NMCSGCftGAG TCATTACGNC NACCCaCCGG CTTOOCANCC NANITNCTTN QGNNGNAGNG 600 

GGNM33NGNT TGNACCNAKN TTK^NCOTT M3CC 634 

(2) XNTORMATICN FOR SFJ3 ID NO:153: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 475 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1058RP 

40 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 153: 





GATCATTCTT GAGAATOCTC ATAGTTATOG TTIAACGCTT 


CTTCAAACGG AAGAGTA1CT 


60 


45 


TCAATTACAG AGTAGTTTG3 AGAGAGAACA GGTAACGTCC 


T^AACATTG CCGAGAAAGC 


120 




AACTACAATT G3CTA03TTG CACTTCCAAG AACCGAGTAC 


GATGAACITG TAGCTTCOCA 


180 




ACCTICTACG AAAGAACAGA AT3TTGAGGT ATA03033CG 


GAAAATGGCA AOGTCATAGT 


240 


SO 


GGATAAATCT GAGTATCACG ATTTGAAGAT CAAAQCTATC 


CCAGTGATTT CACCATTOCC 


300 




TCAAATGAGC AAAGAGCAGA TOGTTGAAAA GOCCAAOGAA 


CTTQIAATOO TAGCTITGCT 


360 




CCATTGAGGA GTATGAGAAG TTAAAGAGCC CTATTTCCCG 


ATAALlA'JT'l' G3ATTOCAAC 


420 


55 


AOD^AAGGAC COCGGAAAOG 'ITU/ltTOT AAAGGAGGAG 


TACAACCCCT TATTG 


475 
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(2) I3>ffORMATI0N FDR SEQ ID NO: 154: 

<i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 476 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

fill MOLECULE TYPE: EMA {genomic! 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1058UP 



15 (x±) SEQUENCE DESCRIPTION: SEQ IDNO:154: 

GATCTG3CO0 CCCGACAGOC TGCCCAGGTG CGCCTGCATC CCCCGCTCCT GGTCGCGCTC 60 

GTCGAQCCCC AGCTCCT3CC OGAAGCTAGC CCTCCAGCTC ATGTACGACT CATGCGTTAC 120 

20 CTTCGTTCCG CQGAATTTCT TCTOCTCTTC GAaTTCGCGT TCGCGTAOCT GCCGCTCGTG 180 

CICCTTCTCT CGGCGCTCAA GCTCCTTCTG AAACCACGAC TCCQCGTCCT OCTTTATTGA. 240 

CGAGATCAOC OCAAAACACA TCTGTATTCC CAGCAGGATG TCCICCTCCA OCTGTCGCAT 300 

25 GCV^TICGCTT GGAAAGACCG TOCAOCTCGC QOSTCAAAAT GAAATOCTTG TCCGGAATAT 360 

TCTCCAGTTT CGCAACACAA QQGTJ'CCCCC GTGCTCGTCC GGACTTCCIN GTTCCTCAAT 420 

CCCtTCICAA CCTGCTCGGN TTTCG32GQ3 GAAGGTNCCA IXX3332TTAA TCTTCAC 476 

•3/1 

(2) INFORMATION FOR SEQ ID NO: 155: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENoIH: 644 base pairs 

(B) TYPE: nucleic acid 
36 (C) STRANDE3XIESS: single 

<D) TOPOLOGY: linear 

(li) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1059RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 155: 

45 GATCTGTTAC G^TQZPQCQC CAAACCTCCA ATC<TCTGGG OCAAGCTTGG CGCCTGOGAT 60 

TCTTG3CCTC ACTCO^TGCT TOGGTTTTCA AGGAACGACT GGAGAATGAA TACCO0TCGA 120 

AACTCATTAT CACACAACOC ACTGTTCCAT ATGTCGTGGA GTACTCCGAT Q33ACCCAGA 180 

SO TAACAGTAAC AAATCCAGAT CACITTCCTG ACCTGACACT TCQGCGAACC AAGATAAAGA 240 

ATTTCCAGGA GCCATATCTA GAAGCTATAA TCACTCTTCC ACAGGATTAT CTCCGAAQGG 300 

TTATCACTCT CTGCGACGAC AACCGTGGCA TACTiGAAAGA GATAACGTAC ATTAACACCA 360 

55 CCCOXAAGT GATGCTGAAA TATGATATCC CATTGGCACA TCTAGTAGAC GACTTTTTTG 420 
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CTAAGCTCAA GTCTGTCACG CATCJ3TTATG CTTCCCTAGA CTACGANGAT GCAGGCTATA 480 

AOCCGTCTGfs CATK7TCAAG ATGGaCTTGC TK7TAAATGG AAA^GGTGTC GAICCACTTG 540 

CACAAGTGAT CX^TCOCTCC CAAACCGAAC CARTGGOCAA AGAATGQGTT AN3AAGTTCA 600 

AGCAATATGT CAAATCCCAG TTAXACGAAG T33TTATCCA Q3X 644 
(2) INFORMATION FOR SEQ ID NO: 156: 

<i) SEQUENCE CHARACTERISTICS r 

(A) LENGTH: 649 base pairs 

(B) type: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: CNA ( general c) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1059UP 



(Xi ) SEQUENCE INSCRIPTION: SEQ ID NO: 156: 

GftTOGTOQCG GACGTCTTTG TC03CAOCGC GGACGTGCTG CTGAAGATGT CCCOGTACGft 50 

25 RCAAOCCAAG CO33C0GCCG ARCO033CCT GAGCCTGGAG CCQCACCACA TGAA3CTGAA 120 

□□□XTGCAC CTO3AGTCTG TOCGCAAGTT GGCCGACTAT AACGGCGACA TCTAGTCCQC 180 

GCGCOCGCCC CGCCCGG3ZA CCAD333TAT ATATACACAG C033TCTCCG CQCGCCATGC 240 

CO0CCOCO33 GACOGCAGAC ACAQGCCCCG ATCTTO3COC Q033CQ3GCG ATGAOCTOTr 300 

GCAACCCTC7 TOXCOGTAC CCKXTAAOG AGOGTAATCT CCCACCTCAG TACTATAAAA 360 

AATTTTTAAG TTAGOCACTT TCGAGTTACA ACTCCCCOCC TGICG3GTAA CQ3ATCTCAA 420 

CTTGTIGAAGC CCCTAACGCT GCTCTACTCC TTTTC03CTA ACOCAATATC OCCCCAT5IC 480 

TTCGTCOGAT ATCAATGTCA C33TIGATTC GTTTATTOAT AOGTTGAAGC GGAAGCAGAT 540 

TACTOGCACG TACAATGTGT CCCTGGAGAC GTTACAAATT CTGATGCGTT AOJTATCIXX 600 

CATCCGGTOG TCGACGAAGG ACGARCTCAT TGAACAGATC CGTCTACTC 649 

(2) INFORMATION FOR SEQ ID NO: 157: 

<i) SEQUENCE CHARACTERISTICS: 
(A) LEMGTH: 641 base pairs 
<B> TYPE: nucleic acid 
45 (C) STRANDEENESS : single 

(D> TOPOLOGY: linear 

(ii) >DLECULE TYPE: DNA {genomic) 

(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1060RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 157: 
55 GATCTGCTCA TACTCAGCGG CCAACT3GTC GTACTCCtTTA TGCAAAACAT CTO'ia^mC 60 
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CTGGAAGTGC GCCfdJL'l'lfJA GCGATATCTC ATTAAACTTG GTAACCAGCT CTCCCAACTG 120 

A7GATTGACT GCACTGGTTT COJICAGCAG GTCCTCCAGT TCQCCAGTTC TGGTGTCCAC 180 

TTCCOCCACG TATCCGCIUT ACAATGTATA CTCOTCGTX GCAGAOCCCA GARCAGAAOC 240 

TCGCCGCCAC TCTGCCGOCA GCAGCTCAAT TACCTGAGGT TCAA3CTCTG TTTCAACCGT 300 

TCCCAACAGA GTGTCTACTT TTTGCCOTAA CGAACTATOC CCAAAAAGCG GAG3CAQC^X: 360 

ATCTTIGAGAR GAR3CACC33 CATTTGCCGC TACATCCTGT ATGACTGART TCTICCGGCT 420 

CCTAAGCATG C^GCAGTTGC TGCCTCAACG GCTI'IVi'lCC TGGIGCARGT (TTGCAGTGGT 480 

TCGTCCTTAT GCGCAAGCAG AATACCATGT TGAGC003CG AAATCTCATC ACGTCATCAT 540 

GATCTTGCAA OX3CTCGGAR GACRCTGATG CACTGTICCA TAGGCTTAGG GCGCAATTAT 500 

AD3CTAGCTA GTTATATTGA TAATATGTAC ATGATGCCTT C 641 
(2) INFORMATION FOR SBQ ID NO: 158: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 649 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDSDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genomic) 

(va) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1060UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 158: 

GATCTIQCCG TCCTTCTTGT CCAGCTGTAG GTCCGGATGA COGTACGCCT OGCTCflGSTA 60 

35 CTCCAGO0GC AQCTCQCCQC 1CTCCATGGA OGCCTCCAGG ATCGAAGGCG CCGGCACAGC 120 

CIGGGAGGGG AGGGGCGGCT GCAGGAGGGG CATCTTXTGT CGCTCCTGGT GCATCTGCAG 180 

CGOCGCAGCG CIC33CTCCA CCGCCGOGTC GA^GTACTTC ACATTCGTCA GCOCCGACTT 240 

40 CTACAGATTC AGGATGCAGC CX2TTGAGCTG CCCACGGTGC AACCGGTACG CAGTCOCGAC 300 

ATACTG3TAC COSCTCGTCC CCCCTCCCGT GAAGTGCGGC CQCTCCGATC CGATCGAAGA 360 

CAGTGACGCT GTTGQCTGGT G3CTGTATCG CCCCTCGCGC GCCGGCGCTG CCCCCTGCGC 420 

CTIGTICACC CACXGAGCC GAAACACAGT CCCGTCGTAC GICTCCCCGT TCAGCODGCC 480 

ICCACGTCGC ACCGGCGARC CCGCCGGCTG OSARCAAGOC GACACCIGLT CCTCGCAGCG 540 

CGCACCCGCC TTCATGTCCT CACATGTCAG CGTCCGCTTG TGCGCTTGCC CCGTCN3CAC 600 

CTGTTAACTG CATCO303TC TGTTGGCTGC TX3CTGCTTGC TOCTTGCTT 649 
(2) INFORMATION FOR SEQ ID NO:159: 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 570 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDELTvESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (gencrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1061RP 



(Xi) SEQUENCE DESCRIPTICN: SEQ ID ND:159: 

GATCTGCTTT TGTAACTATT CAKCAGCTAA ATACCGTAAA QCTGCTTTGA ACGGAO k ' ICC 60 

TGCCTTCTGC TCATATATTA TAGAM3TATC AATGACGAG3 OGATOCCQCA TITICAJGfiC 120 

CTTCAAGTCG GCCIX3CAATC AATOXCGAT AAGCACAICT GTTGCGCTTA TCATCCGCAA 180 

GAGATCCTGT TGGACGTCTT GCAAAGTCGT GGTCAOCCOG ACCAACTTCT CCTCTCTAAT 240 

ACCGGIGTAC TICGICAAGT AGICCACAAT G33CTCATCT Q3CITGACAA ACTTGTCATA 300 

AACTAAGITA CAATCAAAAT CGACGACGCT CACACGCGTC AACACGIATC CGT.T1T AGA 360 

AA03CACATO TQOK7ICGA TOX^AACGT GTOAGAACCG ICGTCTK3GA AACIUACAGl" 420 

GTCCACCCAC CCACIGCACT TtTCCTEATT CTCATACTIT AGCAACAAAG CCTTITC33CT 480 

ACTCCTCCGA TAAGCCAGSr (JIUITEflGAT OGAIGG33TA CTCATTATGC AATA^GTOAA 540 

CAACGGGCAT AGCAAATCAA GCAAG1GATT 570 
(2) INPCRMATICN FOR SEQ LD NO: 160: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 522 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDGZKESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1062R? 

(xi) SBQUEMZE DESCRIPTION: SEQ TD NO: 160: 

GATCTCGGTG ACtTTOGCGCT G3TKTGQCTT CATCCACTOG CCCTTCAACA AGAAOTI'ILT 60 

GTTA^CGTCG AAGTTACAGC TQGTCAAGGA ATCAACCTCT GCCOCCACOG CCTTGATCAC 120 

CTCT3CTGIG ITCAAATACT CCTCACTGTA CITCATGICA TCGTPGC^CA CCTGGCCCTC 180 

ACACTCCTTG CGAACGTCGT AGAOCITCTT ACCAGTKTC TGGAACGGCG TCAACTGGTT 240 

GCCATTACAG TACAGAGAQG CT3CAACACA CG^OCACACG TTCTOCAQC30 TCTZKXATCT 300 

GCGGATCAAA CXXAAGCACC GTGGCAAGGT CTCGTTCATT GCCGftOCATT GCTCTGGGCC 360 

AAGAAT3XG GCTKX3CCGC CtCCPCOJCS^ G3CCATACCC TCGTttTT/03 O^TACTCTTCT 420 

CAATOGGTCT GTCAACCCGT TOCCAATTAG CACAGACXTC AACTTAAACG KXJJ7TCCTC 480 
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GOCTCGXT3T GACAAGATCT 033C«32AAT A3CAGGAATG TG 522 

(2) IKFDRMATICN FOR SB2 ID NO: 161: 

<i) SByjENCE CHARACTERISTICS: 

(A) LENGTH: €33 base pairs 
(BJ TYPE: nucleic acid 

(C) STRANDEXKESS : single 

(D) TOPOLOGY' : linear 

<ii] MOLECULE. TYPE: ENA (gercmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: FAG1062UP 

IS 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 161: 

GATCCTGGTT GTATCATAGA GAATGAACAT ATTGATAAAA AAATGCTACT GTGTAC^GTA 60 

ATGTCTGAAC ACCAACATGC TCTTTTCTTG TATTAAATCA TGGGATAACG AAGTCTIGGA 120 

AGAATCCTGG GCCGAAATAG TAGACATGTT TAGAGAGATT TT7GTAATGG CTAGAGTCGG 180 

TTTTGATOGC CGAAAAAGAA GIGCCAACAT TTAATTTCGA AGGTTTATCA GGTAGGICAG 24 0 

GGAATATACT ATCCICGTAT AAACCCTTGA TTGTACTIGC AAGGBGCTCC AAGTCGICTG 300 

AGTTAGGCGA TGGTICATCT TTAGIGTCAG CATCGACGAG GACCTCACAT GTGATTCCTG 360 

AGTCAATIGC ATCTATGACC TCTCCATTCA CAATCAAGCC CATOOGTCCA ACCTCCTTGA 420 

GAGCOGCCTT GATAAOCTCA GTA03CAGCT CGACCGAAGT ATOCAACGTA A2IGACTCCT 480 

TTATTTCCAA TTGCAGATAT CIGCATOTAT AGATCCCCCA TGAATAAflGG 540 

AGAATTGCIG CACAGTAGTA AACOCAAATC CCGCGTAATT AGTTO3TIGG CTTCTTAGGA 500 

AGTCAGTGAA CCGATTATTT GCGTCCTGAT OCT 633 
(2) INFORKATICN FOR SEQ ID NO: 162: 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 505 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1063RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 162: 

50 GATCGACTTG ACCGTCACCC Q3TACTO3TC G77GTTGTCG ATGAACTGGTT CCTGTAGTTC 60 

<XCCAGTTCG TAGATGAGCA CQCCCAGTTT GTCG3TCACG TCQGACACAT CGTCGTCGIT 120 

GICCATOTCC CACATCGACA GCTO2CGCGC AQ333TXXGC CGCTCATTCG OCACCACTTC 180 

55 CA3CGCACGT AGCACCCCCT TTTCCGTCTT CACGAACGAA GfiCPCCTTCC GTOCCAACTC 240 
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G3COCCAAAG TTTCCCGCTG CATTCTTGCG GAACGAGGAA OCAATCCOC33 (IACGCCCAAA 300 

GAACTTGGAA OGTKTKIiAAG AGGGK333GG AGOGGGTGAC TGGAGGICTG AG3CACTAG3 360 

OOOC'l'lClUS TTICTCAW AGTATC.TTCT C^TGCATATTC TCGIGCTTAG ACTGGTCB33 420 

CACTO3GTAT TT3TA07TCC GATAAGATTC TCACACGACA GCAAGTAAAG TACAACGGTG 480 

GTCOGT3CCC CTCCAACGTC TTTTT 505 
(2) IMFORMATICN FOR SEQ ID NO: 163: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 631 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDEENESS: single 
<D> TOPOLCGY: linear 

<ii) MOLECULE TYPE: DNA (genomic) 

(Vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1Q63UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 163 : 

CATCTTAATA QCAATAGTCG ACTACAGGAA ACACAAGCTT TCATAATGTC GAAATCTTTA 60 

TCAT033ATA CACTAGACEA TACICTACAA CCAIGGATTC GTACTGCTGT TGATGOCATG 120 

GGTTATGAGA CCATGACACC TGTACAGGCA TCGACGATCC CGCTATTTGC CAGAAACAAA 180 

GATGTO3TTG TAGAATCTGT GACCGGTTCG G3GAAGACCG TGGCATTTGT CATACCTGTA 240 

TTX35AGAGAG TSATACAGGA TGATGCCAAT AGTTCAAAQC TCAAAAAAGG CCACTICCAC 300 

ACCATAATAA TCTCCCCTAC GCGGGAGCTT GCATCACAGA TACAGGGCGT GATTGAAGCG 360 

TTTCTGACAT ACTATCCAGA TO3AGAATAT CCTATAAAAT CACAGTTGCT TATCGGTAGC 420 

AATACCAGTA GTGTCAGAGA TGATGTTGCA GCGTTTTTOG AACATAGACC GCAAATTTTA 480 

GTTGGTACQC CTGGAA03CT ATTAGACTTT CTTAAGATOC CAAACATCAA GAOGTCTTCA 540 

TGT33CGCAG CTATTCTTGA TGAGGCCGAC AAGTATTGGA TATGAATTTG AGAAGGATGT 600 

CCAGACAATA CTGGAGATGC TACCAAGCCA A 631 
(2) INFORMATION FOR SEQ ED NO: 164: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 626 base pairs 

(B) TYPE: nucleic acid 

(C) STRAblDETNESS: single 

(D) TOPOLCGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG0164I1 
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(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 164: 

GCAGGAANTC- C<3TACCCAAG AACCCGGCAA CACCTTCCCG AOCTACAACC GCCTCATCTC 50 

Q3CATCTGCG TCAGCATGGC CQOCTGTATC GGGTACGGCT G3GGAATTCA 120 

ATTTCACTAT CACATCQCTA TCGTGCTATT CnTTCTnC CTAATGGCGT TGGGTATGAC 180 

•ntXSTGCICT AACTCCACCA TGACCTTCCT TACGGAGTCC AACCCAAAAA GAGCTQCCGG 240 

TACCATTOCC C^AAGCAACA C<T?TCCGCAA TATCGCTGCC GCCATCAGCT CCGCCATTAC 3 00 

TTTCAAACTA TCOAADGCCA TGUGCCTTIGG ATGUlUlNJ'i' AC«33CTIG3 GTCTAATCGA 360 

vTTOCTATCC ATGTTGAGCG 7CTATTACTT CATCCGTAAT G33CGCGAGA TTACAAGGAT 420 

AGCTQCTGAG CTATGATATC ATAACACATC CGCATTTTTA G3GATTTAGA TAACCAAAAC 480 

AGCATANTTA GCATGTTTAG AATCTATCAG AAGAACCTCC CT7GTTCCTT TAATGATTAA 540 

TTTGAACAGT CATTGATTCC GICTTTCGAC CAAGAAGTTA QCACGTGATA TCCGCPGACG 600 

CCGAAACGGC G7C02TTGTC TTTCAC 626 

(2) INFORMATION FOR SEQ ID NO: 165: 

(i) SEQUENCE (THARACTERISTTeS : 
2$ (A) LENGTH: 394 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : Single 

(D) TOPOLOGY: linear 
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{ii> MOLECULE TYPE: ENA (generic) 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1064I2 



35 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 165: 

AAAAATCATT TTTATCACCA CTCAAGATGC AGICTGATTG AAGTGTAAAG CTGCAGTAGA 60 

ACAGACAAGT AAGCCATCAT GAACGTATGT TATAGGTGCT AAGTTCCCGA TACNAGCACA 120 

40 GTGGGCATGC TAG33CTGCA GAGACAGGGC ATCGGOGTCT TAOGATAGCC Q^ACTCCG 180 

ATTGGDGGGC TAGOGQGAGG TTCG33CGGC GTTGAAACGA TAATGGGTQC CAGSACOCGG 240 

GCCACGGCGG CACTGAT3CT TGLATTGTTT OGCATGAATC TGATACTAAC ATTCCTGTAG 300 

TTGAACATTT CTTACCCAGT TAATGGTACG CNAAAGACCA TTGAG3ICGA TGACGAACAC 360 

CGTGTCCGTG TCTTCTACGA CAAGAGAATT GQCC 394 
(2> INFORMATION FOR SEQ ID NO: 166: 

<i) SEQUENCE C-iARACTERISTlCS: 

(A) LENGTH: 559 base pairs 

(B) TYPE: nucleic acid 
(C> STRANDEENESS : single 
(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: EMA (genomic) 
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(\n_> ORIGINAL SOURCE: 

<A> ORGANISM: PAG1064RP 



(xi) SEQUENCE DESCRIPTION; SEQ H)NO:166: 

TAGTGGATCC AGCATCCCGT CTCGACCAGT CCTGAGTTCC GCCQ3CTCTA TCCTAGACCG 60 

CCAAAGCCCA GCTTGAAGAC GTACTGGGAG ATCGTGAAGG AACCAAACCT CACTATATGT 120 

TCCXTTGAQCA CAGCGCTAAT GTTO3CCACC TACTATG3GT TCW3CGTCAC GTTCGCCCAC 180 

T^CTTGAAAC TTGACTATGG CTTCPGTAAC CTTGCGATCG GCGCGTQCTA TGCCTGTCCA 240 

GQO7IGGC0C TAATGATGGG CTCCCirTTC GGCGGTCACA TTTCCGACCG CTTCCQCAGG 300 

AAGTO3GTTAG CCAAGAACCC CGGNAAGACC TTCCCGAGCT ACAACCGCCT C2ATCTCGCAG 360 

GTGTTTGGCA TCTCOGTCAG CATGGCCQ3C TGTATCGGGT ACGGCTGGGG AATTCAATTT 420 

CACTATCACA TCGCTATCGC GCTATTCTTT TCTTTCCTAA 1GGCGTTGGG TA3GACCTGG 480 

TGCTCTAACT CCADCATGAC CTICCTTACG GAGTCCAACC CAAAAAGAOC TGC03GTACC 540 

ACTGCCTAAG CAACAGCTT 559 
(2) INFORMATIGM FOR SEQ ID NO: 167: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 611 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS : single 

(D) TOrOLCGY: linear 



55 



{Li) mLECULE TYPE: DMA (genomic) 

<vl) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1064UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 167 : 

GATCTGTTCT CGCCCGOCTA TO3CCCCTGC CTGCGGGCAG AGGGAGATCG TCCTGGTCGG 60 

CCTAGGCTAG GCACGGCCCT AGC033AGCT TGTCCTCCGG AGGOGCGGCC GGCTCAGCCC 120 

CGCTGCGCAG GO30GCA3CC CGTGAGACGG TAOJJUCCLG CCTAATGCCT CCTACGCAGC 180 

CJ'CCGCGCZC, CCCACCTGCA CGTTAGTAAA AAATCATITT TAICACCACT CAAGATGC7C 240 

TCTGATTGAA GTGTAAAGCT GCAGTAGAAG AGfiCAAGIAA GCCATCATGA AGGTATTTTA 300 

TAGGTGCTAA GTTCCCGATA CAAAGCAC^ GTGGGCATTC TAGGGCTGCA GAGACAGGGC 360 

A1GGGCGTTT TACGGATAGC CCGGAGACTC CCCATT3GGC GGGCTTAGCG GGAOGGTTAG 420 

CCtGGNGTTT GGAAACGAAT AATGGGNTGC CAT^TjACGCGG GCCACGGNGG G^CIGATGCT 480 

TGTTTTTGTT TGGGAATNAA TCTTNATACT AACAATCCCN GTN3GMM33A CAATTCTTAC 54 C 

CCCNGTTAAT N3GTAC3CAA A^CACCATGN AGGTOGGNTG ANGACAACCN fff^CCCNNNT 600 

TTCTTNCGAN A 611 
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(2 J INFORMATION FOR SEQ ID NO: 168: 

U) SEQUEtlCE CHARACTERISTICS: 

(A) LENGTO: 615 base paiirs 

(B) TYPE: nucleic acid 

(C) STRftNDELTESS : single 

(D) TOPOLOGY: linear 

(li) MOLECULE TYPE: ENA tgencnuc) 

<vi} ORIG~iAL SOURCE: 

(A) ORGANISM: PAG1065RP 



is fxi) SEQUHJCE DESCRIPTION: SEO ID NO: 168: 

GATC7CTAGT TTCGCAGTCC CTGATGCGGT CCGCCAGAGC AGGCAGOQCG G3CCA033TC 60 

TGCGCAA3X AGGCGTTGTG TCACCGCGGA GCCACTCTCT O33CAG0CAG TTCCACGCCT 120 

20 CCTGAACGAG CGCO330ATG ATG33GCCCA GAATGCTOCG ATAG3CATCC AGAATGTGGA 180 

ACAGGGTCGT CTTTAT03CC A2ACOCCTCT TATTATGTGG Q37TTCCATG TAAAGCtJIGT 240 

CCTTCGAAGC ATCAAAGTAG AGCGACAG3T CGTTGCTCAT GTGGTACAGA ACAAAGACTG 300 

2-5 ATCACATTOG AGTAGGTCTG C^TTCCGCA CAGACCCTGA CACTT033GG GCAAAATTCT 360 

TTGTCTTGTC GAGGGNTTTT CCCNTCANTC CCCW33CAGG TGGGGGCAGN CITCCCCM33 420 

GCAAAAAA03 CTNTTCCCCA CCNAGATNAA CCCCTGGGAA ANCCCGAAGG TGNCANTiAAT 480 

30 TNAGNGGAAG TNN2CINACC NT^CCACCNA ATCGGAAAAA TTG33GANNA AtODCCCANC 540 

CCAACNCCCA AAOTTTTCTT G3AAAAAAAA AGGOGN3CCC CACCCN3GN3 GANTNANTTT 600 

1NICOCCCCC NATCC 615 

35 (2) INFORMATION FOR SEQ ID NO: 169: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 604 base pairs 
<B) TYPE.: nucleic acid 
(C) STRANDECNESS : single 
40 (D) TOPOLOGY: linear 

(iij MOLECULE TYPE: CKA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1065UP 

45 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 169: 
GATCTCTICC CTTCGATCAT CCCTCAGTTG GGTICTGAGT CCATCGATOC GTIGACGCAG 60 
TTGGCCACAC AGTTGCAGAA CGCACAGGCT GCAQCTCCAG CAACCGAGGG CCATGAGGCA 120 
GGCGAGAAGA AGGACAACGA CATCCCAGAG TTGATTCAGG GCCAGlLTiT CGACGOQGAT 180 
GTTGAATAAG TGCGCTGTOC GAGGACTGTG TTCTOGCCGC CCATCTCAGA ATTTGTCTAT 240 
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TTCTOCAGGG MTATACATA TATTGAGTGC ACATATG3AT ATTATGTATA TATATXTTACA 300 

TACACTATAC CCQCCCCGTC TTAGTCGGAC CACATAAACC TACGGGTCGG OXCOCTATA 360 

TCGTnTACA ATAAACGCGC 03WINCTTC GANAATCTOfl TTO33333X 420 

ONJDZNNCCNr TANNftGGTNC TTCTNGCQ33 TNQ3AAGTNA AAAAGCNNNN GT7CNC7ITGN 480 

NAGMSTCCCC GCXX33AAANC a^3CCCCO^ CIO^MTTTC >X^CCAAACCG NAGAANACW 540 

CNITOCND2A AGTTGCCCGT GGGAGAAAAA A^rOPVTCN NSAAGNAAAA TirXCCCCTG 600 

OOCN 604 
(2) XNFCFMATiaa FOR SEQ ID NO: 170: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENTIL : 553 fcase pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

{ii} MD1BTULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1066RP 

25 

(XL ) SEQUENCE DESCRIPTION: SEQ ID NO: 170: 

CATCCTGAOS CXTCACTAAG CCATTCAATC G^IACTAGCO ACG3333GTG TOTACAAA33 60 

OCAGC<3ftCGT AATCAACGCA AGCTCATGAC TIT3CQCTTAC TAOGAATTCC TCGTIGAAGA 120 

GCAATAATTC CAATGC7CTA TCCCCAGCAC GACOGAGTIT CACAAGftlTA CCC^GACCTC 180 

TO30CCAAGG TTATACTCGC TOSCTCUTTC ACTGTAGCCC G03TCO3XC CAGAACGTCT 240 

AA03QCATCA CAGACCTGTT ATTOCCTCAA ACTTCCATCG GCTTGAAACC GATAGTCCCT 300 

CTAAGAAGTG COCAACCAQC AAATGCTAGC AQCACTATTT AGTAGGTTAA OGTCTCGTTC 360 

GTTATCGCAA TTAAGCAGAC AAATCACTCC ACCAACTAAG AACQOOCATG CACCACCACC 420 

CACAAAATCA AGAAAGAGCT CTCAATCTCT CAATCCTTAT TOIOTCTGGA CCTGGTGAGT 480 

TTCCCCGTGT TGCTCAAAT TAACCCGCAG OCTXACTCC TOGTCGTOX CITCCGTCAA 540 

TTCCTTTAAG TTTCAGCCTT QCGAACATAC TCOOCCCAGA ACCCAAAGAC TTIGATTTCT 600 

CGTAAGOTGC CGAGTC33GTC ATAAGAAAAC ACCACCCGAT CCCTAATCQG CAT 653 
(2) INFORMATION FOR SEQ ID NO: 171: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LfMTIH: 669 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

5£ (vi) ORIGINAL SOURCE: 

(A) ORGANISM: RftGl066UP 
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(xi) SEQUENCE DESCRIPTION : SEQ ID NO:171: 

GATCTGGAGG AOCTATATAT ACCATTTCGC TCOttXTITO TTTTTGTGCC TGATGITTTA €C 

TAAGTAGACG A7CTCTGATT ATTATCGCGA Q3TCGTTAAA GTCCCATGCG AQCACACTCTT 120 

TTGCAATGAT GGCCATCOX CACCAGACCA GTCAGAAGTA CATATCTGAA TTCCATCTGA 180 

'XCATACTAG GGTOiACCTGT GTTGGCGGCC AGCTTOCAOG AGGAGGAAAA AAAAAAGATT 240 

OCAGCACCTG AGTTTCQCGT ATGGTCACCC ACTACACTAC TCGGTCAGGC TCTTACCAGC 300 

1TAACTACAG TTGATCGGAC GG<jAAACGGT GCTTTCTGGT AGATATGGCC GCAACCGAAA 360 

?5 TATATAGCCT AGAGCAGACA TCATATCAGA TGGTGGATOC ACGTGAGGGC GTAGACA7GT 420 

AATAACGATA TCGAGTACAT TIXXJICCCAG ATCOCTGGGG CTATGGCGCA GATCT7ICGT 480 

AATTOQCACA TCOGGGTAAG TCACGGGGTA AGAAGAGTIT GTCGoCATTG GAGTGCCA'TT 540 

20 CCCTACCGAA 1T7ICACGTAG TGATCTGAAA AGTGATATGC TATGTGAAGT GCA.AAGTATC 600 

GGAAGTCT3G CTGGGCTTAR GAAGAAGATG TCRACT3CAA CGCAACGGAA CGTD33ARCA 660 

A'lUL'lTlUA 669 
25 (2) INFORMATION KK SEQ ZD NO: 172: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 652 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : Single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1067RP 

35 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 172: 

CATCCCCTAA C1TICGTTCT TGATTAATGA AAAD3TOCTT GGCAAATGOT TTOOCAGTAG 60 

TTAGTCTTCA ATAAATCCAA C^TTTCACC TCTGACAATT GAATACTGAT GCCCCOGACC 120 

CTOCCTATTA ATCATTAOGA TGGTCCTAGA AACCAACAAA ATAGAACCAA ACGTCCTATT 180 

CCATTATTCC ATGCTAATAT ATTCGAGCTT GCGCCTGCIT TGAACACTCT AATTTTTTCA 240 

AAGTAAAAGT CCTCGTICGC CTAGAGTACA AGTACCCTAG GTEAGCCAGA AGGAAAGGTT 300 

GGGTTGGATU CCGTACACGA AGAAAATCGG AD333CCAAC CAAACCCAAA GITCAACTAC 360 

50 GACCTTTTTA ACTGCAACAA CTTTAATATA CCCTATTCGA OCTGGAATTA CCGCGGCTGC 420 

TGGCACCAGA CTTCCOCTCC AATTGTTCCT CGTTAAGGTA TTTACATTGT ACTCATTCCA 480 

ATTACAAGAC CCGTATGGGC CCTGTATCGT TATTTATTGT CACTACCTCC CTGAATTAGG 540 

55 ATTGGGTAAT TTGCGCGCCT GCTGCCTTCC TTGGATGTCG TAGCCGTTTC TGAGGCTCCC 600 
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TX7ICCGGAAT OCAACCTTAT TCCOCGTTAC CCGTTGAAAC CATGGTAGGC CA 652 
(2) INHUMATION FOR SEQ ID NO: 173: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 669 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLCGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1067UP 

15 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 173: 

CATCGCCTAG TGACOGCCTT GGTCAGACGC GOCAAGTGTG CTTCTGGTCT GTCCTCGGGG 60 

20 CCTIXX7ICCT GGGGACGGAC TGCTTOCGTG CTCTGTCGTA GAOC33CCTTC GTAGACCATC 120 

TCIGOTCGTC GCTICCTACA ATTAAGGATC AACTTAGAAC TG^IACGGAC AAGGGGAATC 180 

TGACTGICTA ATTAAAACAT AGCATTGCGA TGGTCAGAAA GTCATGTTGA CGCAATGTGA 240 

25 TTTXTTOCCCA GTQCTCTGAA TGTCAAAGTG AAGAAATTCA ACCAAGCGCG OJIAAACGGC 300 

GOGAGTAACT ATGACTCTCT TAAGGTAGCC AAATGCCTCG TCATCTAATT AGTGACGCGC 360 

ATGAATOGAT TAACGAGATT CCCACTGTCC CTAICTACTA TCTAGCGAAA CCACAOCCAA 420 

30 GGGhMXXXX: TTT33CAGAAT CACOSGGGAA AGAAGACCTG TIGAGCTTGA CTCTAGTTTG 480 

ACATTCTGAA GA£y\CATAGA AGGIGTAGAA TAAGTG3GAG CTTCG3CGCC AGTGAAATAC 540 

CACTftCCTTT ATAGITTCTT TACTTATICA ATIAAGCGGA GCTGGAATIC ATTTrCCACC 600 

35 TTCTAGCATT TAAAGTCCIA TACGGGCTGA TCCGOGTTGA ARACATTGTC AGGTGGGGAG 660 

TTTGGCTGG 669 
(2) INFORMATICS FOR SEQ ID NO: 174: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 596 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1068RP 



(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 174: 
GATCCACCNC T*ff>TXCATTC AATCGGTACN ACTCGACGGG CGCiWGTNN AANCGGNCCG 60 
GACCTAATCA ACGANAGCTG ATGACTAGAC CCTTACTA03 AATTXT7TCCT TCAAGANCAA 120 
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TGATTTGCTC TCTTTTCTAIC CCC2CICATT AOJGNCTANC AGACATGATC CTCCATGATC 180 

TCTCQGTGCT GTGTOGTATN CCQCAQGACN CCGNCNTTGT ACCGCGCGTG COGCCCAGAA 240 

NNICTAN33G CCTXCAGAC NIXJTTATN3C CTCTAACTTN CATOXNTCN ANACCGANAN 300 

TCCTNCTAAG A*rjItjCGCNA CCACCANNTG CNNCCNGCNC TATTTACTAG CTTAAOGTCT 360 

CT7TTO17TTAT CNCCNTTANT CAGACAAATC ACTCCANCNN CTAAMAACOS CTsttTTOCCCCN 420 

NOWCCNSAA NNIttNNGAAA CANCTCTCAT CTGTCAATCC TTATCGTG1C TOGACCUGLT 480 

GAGTTTCCCG IGTP3AATCT AANIAANCCG C^X'TCT^AC TCCTNNTOGT GCCTKXX7IC 540 

HATTOCTTTA AGTTTCAACC CTCCGACATA NICCCCCAGA ACTCANAGAC TNTGAT 596 
(2) INFORMATION FDR SEQ ED NO: 175: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 641 base pairs 

(B) TYPE: nucleic acid 
20 (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

Cii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1068UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 175 : 

GATCTG3BG3 ACCTATATAT ACGATTTCGC TGCACCTTTC TTTTTGTGCC TOAIGTlTTA 60 

TAAGTAGACG ATCTCTGATT ATTATCGCGA GGTCGTTAAA GTCCCATQCG AGCACACTGT 120 

TTGCAATGAT COCCATOSCC CACCACACCA GTCAGAAGTA GATATCTGAA TTGCATGTGA 180 

G3ZATACTAG QGTGACCTGT GTTGGCGGCC AGCITGCAGG AOGAGGAAAA AAAAAAGATT 240 

CCAGCACCTG AGTTTCOCGT ATC<7rCACCC ACTACACTAC TCGGTCAGGC TCTTACCAGC 300 

TTAACTACAG TICATOOGAC GGGAAACGGT GCTTTCTOGT AGATATGGCC C<^AOCGAAA 360 

TATAT£GCCT A^OCLACACA ^GATATCAGA TOGTOGATGC ACGTGAGGGC GEAGACATGT 420 

AATAACGATA TOCAGTACAT TTGGTGCCAG ATG3CTGGGG CTATGXGCA GATGTGTGGT 480 

^CTTTQXACA TCQ33GTAAG 'ICACQ333TA RGAAGARGTT TCTCGGCATT GGAGTGCCAT 540 

TCCOTAOCGA ATGTCACGTA GTGATCTGAA AAGTGATATG CTATGTGAAG TGCAAAGTAT 600 

C<KAAGTCTG GCTGGGGTTA AGAAGARGAT GTCACTGCAA G 641 
(2) INFORMATION FOR SEQ ID NO: 176: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 654 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 
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(vi) ORIGINAL SOURCE: 

[A) ORGANISM: PW31069KP 



(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 176. 

GATCGACCCC GGTCCGGCTC GCATCAGCGA OCIOCCCGTC CCCATCAGCA GDCCGG7CCC 60 

TAGCGACCCG OOGATGGCTA TCATCGACAC ATGACGTGOC TGCAGGTCCT TCTTGAGCCG 120 

GAT3CCCTCG TGCTTGCCAT CGTAGTTCCA GTUTACQGAC TGCGCCTCCT G3TCIGTGCT 180 

GCTGTGGGTA TGCCGCAGAC CGCGGCCCTC ACCAGCGGCG OOCAQCTTGG QGCCTTTCAA 240 

1S CTOGTCCAGC OT33A030CT CTCATODCTC T3CGAACTTO TCTICCGCCA TAAGTGCGGA 300 

C<7TGTTATCT ATOCTACTCA AQCKXTQCC GTATAGCCTT GCTATATATA CTTACGCTGC 360 

GACGQCCTAT TOCGGACACA GCTATATATT GOCOCGCCGT CTOGCGCGCT GCTTGGGGAG 420 

CCGACTGACC CCACCCTGAT AGTGCCGTTG CACTICTGCT Q33D33CCIC AGCCCGTirA 480 

OOGTOCGACT GTCACATO33 QCTOCQCGAG CGCGATTAAT CACCCGACTG OXTXATOC 540 

COCACTAAAC CTCCCCTCGC GGCGCAGGGC GCCCTTATCG CCTOCGTGAT CACGTACGTA 600 

25 TGTTTATCAA AGATCCGGAG AM7K7TTOCA G3CTCCTACG TTOCGATAAG AGGC 654 

(2) INFORMATION FOR SEQ ID NO: 177 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 708 base pairs 
30 (B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 



20 



(ii) MDLECULE TYPE: DNA (genomic) 

3S (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1069UP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 177 : 

GATCTTTCTG CCCTTATCAG GGATGGCACC ACCGGTCTIC ACCTOSTT7G AtTTTGTAGCC 60 

ACAGTGCTCG CAGACCGTGG ACATGATGAT GACCTX1TTIG AAGTGTGGGA TGTIGACCGG 120 

CTTCATATGC GTGTCACATG GGTGAACACA TGATGGGCAC GTGGCAGTGA AGGTCTGCAC 180 

CTCGTTGTGG AAGTTGTCGA TATCOGTAGC GTCAGATAAG AGACCG3CCT GTCCCGCTTG 240 

CGATTTGTTG CC<TO3CGCT GCGACAGCTC CGCGCGCTTC TCTTGACGCC GTTGCTCCAA 300 

TTGGTCGCGC GTAATGATGC CCAOCTGGAC GTTTTQCTCA TCTGAACGCA G3TACTCGGT 360 

TTTGGACCAT TTTGGCGCAG CTTCOCCTGG CTTGTATTCG ATCCAGGAAT TOCCAGCAGG 420 

GTCGTCCAGC GTAAAAGTCA GCGGTAGAGT GCCCGGCTOG CACGACAGCG CAGCGGGGAC 480 

CTTGGCAATG AACTGCGCAA TCTGATCGTA CAGGTTCTCG TCCACTTCCT TCCOCGCCGC 540 

CIGGTCGGCG TCCAAGTCCT CGATCATCTC GGTCAGCAGG CCCTCCACAG TCGTCAGCTG 600 
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COD3CGCTTG G3AAGAATCT CCAGGTOCAA CTCAACGAAG 0333AAGCOG CAGTTTCGGC 660 

CTTGAT3ACT GCCTGTCAAA ATCOOCCTTC TCCICAACCT TCAGLTGA 7C8 

(2) INFCRMATia^ FOR SEQ ID NO: 178: 

(l) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 703 base pairs 
<3B) TYPE: nucleic acid 

(C) STRANDEXNESS : Single 

(D) TOPOLOGY: linear 

lii) MOLECULE TYPE: DNA (genandc) 

!vi) ORIGINAL SOURCE: 

(A) ORGANISM: P&31D70RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 178 : 

G^TCOCGTAC ACGAAGAAAA 7CGGACGGGC CAMXAAACC CAAAGTTCAA CTAa^AGCTT 60 

TTTAACTGCA ACAACTTTAA TATACGCTAT TG3AGCTGGA ATTACCGCGG CT3TTQ3CAC 120 

CAGACTTGCC CTCCAATTGT TCCTCGTTAA GGTATTTACA TTGTACTCAT TCCAATTACA 180 

AGfoDCOGTAT GCS3XCTGTA TCGTTATTTA TTGTCACTAC C7ICOCTGAAT TAGGWTTOGG 240 

TTV^TTTGCQC CCCTGCTGCC TTCCTTGGAT GT33TAGCCG TTTCTCAGGC TCXXTCTCCG 300 

GAATCGAACC CTIATTCCCC GITACCCGTT GAAACCATGG TAGGCCACTA TCCTACCATC 360 

GAAAGTTGAT AOCQCAGAAA TTTGAATGAA CCATOOCCAG CACAAGGCCA TGCGATIKXA 420 

AAAGTTATTA TGAATCATCA AAGAGTCCGA ACiACjATTGAT TTTTTATCTA ATAAATACAT 480 

CTCTTCCAAA AG3TCGAGAT TTTAAGCATG TATTaQCTCT AGAATTACCA C?GATATOCA 540 

TGTAGTAAAG GAACTATCAA ATAAACGATA ACTCATTTAA TGAGCCATTC G0AGTTTCAC 600 

TGTATAAATT GCTTATACTT AGACATGCAT GGCTTAATCT TIGAGACAAG CATATGACTA 660 

CTGGCAGGAT CAACCAGATA ACTATCTTAA AGAACAACCC GAA 703 
(2) INFORMATION FOR SEQ ID NO: 179: 

(i) SEQUENCE CmRACTERISTICS : 

(A) LENGTH: 675 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : Single 
(D> TOPOLOGY: linear 

(ii) MXBCULE TYPE: DNA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1070UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 179: 
GATCCTTTAG TTCXTTOGGAG TTTGSGGCTA GAGGTGCCAG AAAAGTTACC ACAGOGATAA 60 
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CT03CTTGTG (X20TCAP&Z GTTCATA*3CG ACATTGCTTT TTGAT1CTTC GATGT033CT 120 

CTTCCTATCA TA03GAAG2A GAATTCOTrA N33JTVJGAT TGTTCACCCA CTAATPGGGA 180 

5 ACGTGAGCTG GCTTTAGACC GTCGTGAGAC AGGTTAGTTT TACCCTACTG ATCAATCTTA 240 

TCGCAATAGT AATTGAACTT AGTACty^GAG GAACAGTTCA TTCQ3ATAAT TQ3TTITTOC 300 

OXTGTCCGA CCD33ZA.TTG CCGO^AAGCT ACCATCCGCT QGATTATOGC TGAA030CTC 360 

10 TAAGTCAGAA TCCATOCTAG AACQOGATGA TTCTTTTTCT OXACATTAT AGATQ3ATAC 420 

GAA.TAAG3TG CTTTTAGCAT CQCTGAACCA TAGCAG3CCG GCAACTGGTG TTCANACG3A 480 

AAGGTCTGGG CGGATTQCAA TCTCATACTC CGCGAGAGTA AATCATTTGT 540 

,s ACACGACTTA RATCTACAAC AOOTATKJT AAGCACTARA GTAQ3CTTGT TGTTACGATC 600 

TGCTGAGATT AAaXTTCGT TCTCTGATTT GTTTTCTATT TO^AAGTCTG CAGGAGCAGG 660 

CTTTGAAATA RAGTT 675 

20 (2) INFORMATION TOR SEQ ID N0:180: 

(i) SEQUENCE CKARACrE3USTICS: 

(A) LENGTH: 498 base pairs 
<B) TYPE: nucleic acid 
<C) STRANDEXTESS: single 
(D) TOPOLOGY: linear 

(ii> MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1071RP 

(xi) SEQUENCE DE9CRIPTICN: SEQ ID NO : 180: 

3S GATCTGN333 GGAAACNCAG CATTCACCGT TGTGCAAAAA GATTTGACTG GTAACATCAC 60 

CAAGCTTCGC AACAGACAAT TGTCGCACCC COGTG^JTCT GCAACCCTGC AGSAGCTIGT 120 

GATTGCAGAG CGTGCACAQ3 GCAGCAAGAC TQCTTCQGAA GQ3CIGZTGT G3CTCADCAG 180 

40 AGGCCTGCAA TTCACCGCGC AAGCTCTTAG AGAAACGCTA GACCATCCAG AGCTCGAATT 240 

GTCTAAGACA TTtACAGATG CGTATTGGAA GACGTTGACG AAGCACCATG GTATGCTTGT 300 

ACGTCCGGTT TTCAAAGCTG GCCATGAAAG CTT32CCCTA CAGGAAQG»AC TTTTTTOCAG 360 

45 AAACTAGGCA GCGAOCAAGA GAAQGTTGAC ACGCAACTTT AAGCAGTGGC TG3CTOCACT 420 

TGAAAAGATC GTAGAGATTC TGCTTCAAAT CCCTTGGGGG AAACGTGCAA AGGATTtATG 480 

AGTATTATTA TAGAAGCC 498 

50 (2) ENPORmTTCra FOR SEQ ID NO: 181: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 625 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
55 (D) TOPOLOGY: linear 
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(ill MOLECULE TYPE: ENA (genomic) 

(vi] ORIGINAL SOURCE: 

(A) ORGANISM: EW31071UP 



<xi} SEQUENCE DESCRIPTION: SEQ ID NO: 181 : 

GATCGfCftGC CTOGAPGAAG TA3CCTCCAC A3CTTCAAAC PC?G33ZPCA Q3ICTOCATA 60 

CATCAOGCTC C3TXTTGCTG GVJJLTiiftAC CGG?GAACTT TCTGOGOOTG GCACGXGCT 120 

OGC«3ACror QQCAGCACCC CCCCCQQOX O3XTTAT0T GCA£GCTCX33 GGAGGAXGTT 180 

CTIT^CCTCG GCGTCCTGTT CATG3QCTGC CGSTOCCOCT AG3CACTC33 GAGACTCTAC 240 

CTTCGATTTC TTCPCCCTCG CTGTTGAOG7T 03CTCCATCT I^33CCICT TCXXXTJ&C 300 

GAAGAATCGG ACCAATGTOG OCIU-TIUIT AXTQ3CCTGA AGTAAAACCC 360 

20 TACIGACCTG CCAAATAGCT OOACTTTO3T CT03D3ACAG GAGCTTCCNA AGANTGftCAT 420 

TNNTTGTM^J NAAG33ZNNN nnninncaaa gacgaanctn NTAICAAOGN CCTNNTIWX 480 

CC^3JCNNNA NAAQ-JAANAA NNNNATITJNN OO^TTONNN AAATTAN33T TN^JNNATNN 540 

2£ NCTirga^iAAA TTNNI?JJ3tfJ TlWITAnt: COf^XXTTTT TCMtfTTTNCC ^OO^CCT^^-, 7 600 

GSNJJ'iTlTlN NANNNTNAAN NNNCC 625 
(2) INP0RMATICN FOR SEQ ID NO: 182: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 491 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDErNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

!vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1072RP 



£xi) SEQUENCE DESCRIPTION: SEQ ID NO: 182 : 

GAO0A?dAT TATTAG3CGC OCCCOCCCC AGTCTGCAGC ATTCGAAAQC CTIOCTAOCC 60 

TTTGTGCGAT GTCOCA?G3T ACAATITTCT CGOO^IGAA AATACGAAAG AAGCOCCAAG 120 

AAOIOGCCTT CTTTGAATCC AACGCOGACG CCAATGATGT CGW33XQ0C GAACATTTTA 180 

TAACAGM3CT CUATAAGOX* GATAAGCQoC TCOGCCTGTT TICTTCGATC O30TTGATAT 240 

GCAATAGAAT GCTOOOGACA GGTATCTTTG TCOGTCCCOC CAASATCTTC CAGTCCCACr 300 

CXXTCAGTAT ACTTTGCGCT AG3GTTATGG GTPCTPCGPG CTTTAATTGC TCI^CAGGT 360 

CTTTATOTTT ACATOOAATT TOJrAACTGC AATACCGCOG AAO30TO3OG ^AAGA^CTA 420 

CCTTGflGTGC ATCTCCAATG AAACGGAACT TCTTCACTTA CAGICAflGTS TACTCAQOAT 480 

ATGATCATCT T 491 
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(2) INFORMATION FOR SEQ ID NO: 183: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1072UP 



(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 183 : 

GATCCGCACC TTCCOCAACC GCOXTICTC CTCCOTGTAC TCCICGTCGT CGTCCTACTC 60 

COGCACCATC GACQCCTCCG CCTCCTCCTC ATCCGCCOTC G031U-T1LT CCTOJICCAC 120 

CXJK7ICCG3C AGAAGAGAGT CGCCCTTCGC CCCCGTCTCG TCGTOSTCCC GCTCCAGCAG 180 

AOJ3CCCGGA AC<XX3CTGCT CGTCCGQSAG CCOOCCGAGG TACGGGTACT TCAOCGGACC 240 

CATCICCCGC TCAATCCQCG C^3ATCAACAC CTCCCGCACG TACCCCTCCA TCATCIOD3C 300 

ATAGICGTAA GATTACCTAA TTCATACGTG TAGATCATCC CATCCTTACC AT3TTGAACC 360 

CTCACCATCT AAATTTCCAA TAAT'lCTCTA GICTCTCATT TGTAGANATT AasJANCTTTC 420 

CTTTATATTA ATNCTTTTAC TNAATAATTN ATNNANNTTT TNNTTTGANC ANITCTCCAT 480 

ATTCTATTAA AOTHATATAT AATATTAITN TCTAC7EAATC TAACAAATTA hS^OTCTNTAT 540 

TATATATTTA r^NANCATAT NATNATATTA AATTATTTAT AATNATNCTN TOCTCTTNTA 600 

ATNTTTAAAT NNNANNTNTT TNINCNTANN CTAATNNATT TTINGATATT TTTJTnTXTTA 660 

NINNNNTAAA AAATATNNM*J TTTATCNANT ATCTTCCATT TATNAATCNN NITTTTATCA 720 

AACCCC 726 

(2) INFORMATION FOR SEQ ID NO:184: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 641 base pairs 
<B) TYPE: nucleic acid 
(C) STRANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1073RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 184 : 
GATCAATTAA TAAATGCTTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 60 
CTACCTGATT TTATTGAATC AAATAATATT TTCTTAATGA ATACTACTAA ATCATCATCT 120 
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KTTGPUl'rUA 'iW'I'llAAAIi'J^ AUJAUJU-'i'l' ATTCATTCAT TTAATACTCC 


TCTAAJTCAA 


130 




TCTTAAAATA TTCTTAATTA TTAAATTATA TAATAAAAGT TAGTOSaAT AGITTAA2TG 


240 


5 


GTAAAACATA TGTTniAGOG ACATATATCT TCAGCTCAAA ACTGAATATC 


TACATATEAT 


333 




ATCATTAATA TAATAACTCT TTAATTAGAG TOCTftCCACA AGAAT3CTGA 


AAGCATTAGG 


363 




QCTGTCTACC TTACCTCTCT AATTAAAGTT ATAAAAITAT CTTAACTAAT 


AAAAATAATT 


423 


10 


AATTAAATAA ATAAATAATT AATTAAATTT AAAATGTTTA AAAAAAGAAA 


TAAATAATAT 


483 




GTTATATTTA AATAGATCAA AATTTCAACA ATTTCCATTT CA7TTAGTAC 


TACCATCACC 


540 




ATGAOCAA7T GTTACATCAT TTAGTTTATT AGGTTTACTA TiAACTi'lAG 


CTTTTACTAT 


600 


I 15 


ACATGGTATT ATTGGTAATA TTTATCCTTT ATTATTATCT T 
<2) INFORMATION FOR SEQ. ID NO: 185: 




641 


20 


!l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 662 base pairs 
{B) TYPE: nucleic acid 

(C) STRANDELTOESS: single 

(D) TOPOLOGY: linear 

;ii) MOLECULE TYPE : ZNA (gencrdc) 






25 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1073UP 






30 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 185: 








GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA 


TCTAGAGATA 


60 




TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT 


TAGTAAAATA 


120 


35 


AATAGAAAAC CATAAGTTAA TTGATTCATA AAGAAAAATG GAATXATTTG TGGCATCTTA 


180 




ATrTTTATTA TTTAATTGAT TATTATCTAT TTAACATAAA ACATTTTAAA 


ATGTTATAAA 


240 




ATAAATAAGA AATEACTTAT AGAATATTTA TTAAATAGTA TTTAATTTAA 


TTTTAATATT 


300 


40 


AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA 


GTGATATATA 


36C 


ATTTAATTTA TATAAATTAT TTAATTTACT TCATTGATAT ATATAATTAT 


TAAATGTAOC 


420 




TTTCATAATA TTTATTTTTA TTAGTCTAGT AATATTTCTA TTTAATAGTC 


TACCCTTTAA 


480 


45 


TTGGATATTA CTACCTACTA AATATTTACC TAATAATATA TTATTAAGAA 


TACTTAAATC 


540 


TAATAATTTA TTATCTAAAG TATATAAATT AATTAAATCN TTTTTTATTA 


TTATTTAAAT 


600 




TATTATTAAT TAGTAAATTA TATTTATTTA TTTTATTAAC ATAA'lTl'lVT 


GNATAATAAT 


660 


SO 


AT 

(2) INFORMATION FOR SEQ ID NO: 186: 




662 


55 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 615 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
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(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1074RP 

(xi) SEQUENCE DESCRIPTTCN: SEQ ID NO: 186: 

GATT7TAAATA TATATAATTT AATTTATAAA fiATTAATATA AACTTTTTTA TTATAATATT 60 

TAAGTATTAA ATTATTTAAA CTATTATTAT CATTATTTAA TAAATTAATT ATTTGATTAT 120 

TAATACTTAT TATATAATTA TTATATAATT TACTTAATTC ATCATTATTA ATATTTATAT 180 

AATTATAAAA ATAATATTTA ATATGAATAC TATTTAGTCT AIGTTCAAAT TTTAAATTAG 240 

TTATTAAAAT ATTATTAGAT ATTATTATTT TCTTTAATAA ATTATTAAAT AGATTATCAA 300 

TAATTAATAT ATTATTTATT AATIGTTTAT TAAAATAATA TATTTEATTA TTATAAAGAT 360 

TTAATTEATT TAAATATTGT AAATTAJTAT TiTlATTATA ATATCIATTT TEATAAATAT 420 

TATGTTGATT TATATTATTT AACTXTTTAT AAGftATTATT ATTAAAATTA ATTITAACTT 480 

TAATTICTTA TTATTAATTT TTATATTATT TAATAAATTA TATTCATTTT AT1TATTTAT 540 

TTATTTAATT AAATTAATTA TTTAATTAAT ATTTTATCAT TATTTAATTA ATTAATAAAA 600 

TATTATAAAG AATGT 615 
(2) IMFCRKATICN FOR SEQ LD NO: 187: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LEMJIH: 663 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1C74UP 

40 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 187: 

GATCTT3ATA CTAGAGCTTA TT7TACTTCA GCTACTATAA TTATTdTAT TCCTACIAGT 60 

4S ATTAAAGTAT TTAGTTGATT ACTAACTATT TATOGTGGTT CATXAAGATT ACTAACACCA 120 

ATATTATATC TATEATCATT TTTATTTTTA TTTACTOTAG GTGGTTTAAC TGGTGTAGTA 180 

TTAGCTAATC TATCATTAGA TGTAGCATTC CATGATACTT ATTATGTAGT ACTACATT1C 240 

so CATTATGTAT TAWjITTAGG TGCTGTATTC TCTATGTTTG CTGGTTATTA TTATTGAAGT 300 

CCTCTTGTTT TAGGTTTAAA TTATAATGAA AAATTATCAC AAA7TCAATT CTGATTAATT 360 

TTCTTAGGTC TTAATATTAT TTTCTTCCCT ATCCATTTCT TAGGTATTAA TOGTATACCA 420 

ss AGAAGAATTC CTGATTATCC TGATCTATTC OTAGGTTGAA ATTTAGTATC TTCATTTOGT 480 
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TCTATAATAA CTATTATA'TC AXIAATGTTA TTCCTTTATA TTATTTATGA TCAATTAATA 


540 


5 


AATQ3TTTAA CIAATAAAGT TAATAATAAA 7CTATTAA7T ATATAAAACT ACCTGATTTT 


600 




ATTGAATCAA ATAATATi'JT CTTAATGAAT ACTACTAAAT CATCATCTAT TGAGTTTATA 


660 




1TA 


663 


70 


(2) INFORMATION FOR SBQ ID NO:188: 




15 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 639 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

{ii ) MOLECULE TYPE: ENA (genomic) 




20 


<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1C75RP 

(XX) SEQUENCE DESCRIPTION: SSQ IDNO:188: 




25 


GATCTATCTA ATTACAGTAA AGCTGCAAAG UUlCi'lTlW 'ILTiULMSACA AATACTTAGC 
ATCTTCACTA ACATTTCAAT TTCACTTAGA TTAAA3GAGA GACAGTK7TT CTATCATTAC 


60 
120 




GTCATTCATG CAGGAOCATA ATTAGTGGAC AATGAATTTC GCTACATTAT AACCCTCATA 


180 


30 


ATAM3CTGC TAITTAATAA AATTTATTAT TATTATCTTT ATTAAAAIAT TAATTTTTAT 
AITTTATCAT G3AGCAGAGT TCACACTTTA TACTTTAACT TACGTTTCTG (CAAAGTGTTG 


240 
300 




'iLTl^Tl-iyy^i' AAACA/nt?]' ACAACiTiGT TCTTATTATT AATTATTATT TTAATTAATA 


360 


35 


TCTCTTTATT GAUiAALLrTL! Ai^AUCIATlT TlULUaflJiT CUT'ITU-TIT AATIATCTAA 


420 


TTCACCTTCA TATACTCTAC TAACATACCT GAOIXDGGTCT ACATTACQGT ATTTTATACA 


480 




TAAATATTTC TIGAACTTAA TAAATTTATA AAGACATTAT TTAAGTTAAT TTATATATTA 


540 


40 


GATTATTTCT AICATATTAT ATTTITTAAT ATATTACTTA AGAACCGCTT TTATTGTTAA 
ACCTTATGCT TTAGGTGATA AGGATTATAC CTTATJ.T1C 
(2) INFORMATION FOR SEQ ID NO:189: 


600 
639 


45 


(i) SEQUENCE CHARACTERISTICS : 

(A> LENGTH: 663 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETXIESS : single 

(D) TOPOLOGY: linear 




50 


(ii) MOLECULE TYPE: EJMA (gencmic) 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1075UP 




55 


(xi) SEQUENCE r^SCRIPTTCrJ: SEQ ID NO: 189: 
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CATOCAGTTA CTTAGTAGAA TGATAAAATT AATAAATATT ATTTATTAAT ATT1GGTTAA 60 

CAATAAAATT CAATAATTIA TTTAAATAAT GATEftAATAA TCTCAATATA AAATTATTAA 120 

TATAAT3AGA TATATATTTT TAAAAAGAAT ATATAATTAA ATAATTXCAA CCAAAATTTC 180 

TGCCAGCAGC TGCGGTAAGA CAAN3333JT TAGCGTTAAT CGTAATGGCT TAN^GGGTTC 240 

GTAGftATGAT TATTTAAAAT AATAATTAGA ATTAATAAAA ATAATTTAAG AATTATTCAA 300 

GTAAAGATGA AATAATAA1T ATATGAATAA GACTTATAAA GTGAAAATTT AAATTATATA 360 

TTAA1TGACA TTGAGGAAGG AAGGCTAAAG TAOCAAATCG GATTCGATAC CCGAGTAGTT 420 

TTAGCAGTAA ACAAIGAATA CCTATTTATT TTTIATTAAT TAAAGAATAA ATTAAATGAA 480 

AATTAAAGTA TKXXXXTP3A 1GACEACGTT AGCAATAATA AAAATCAAAA CAATAGACGG 540 

TTACAGACTT AAGCAGTGGA ACATCTDOT TAATICCGAT AAICCTCCGA TAAATCTTAC 600 

CATi'iTriGA ATATTTAATT ATAATAATTT ATAATTAATT ACAGGCGTTA CATAGTTGTC 660 

TIC 663 

(2) INFORMATION! TOR SEQ. ID NO: 190: 

(i) SEQUENCE CHARACTERISTICS : 
25 (A) LEN3TH: 650 base pairs 

(B> TYPE: nucleic acid 
(C> STRANDEENESS: single 
(D» TOPOLOGY: linear 



20 



30 



55 



(ii) MOLECULE TYPE: LTJA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1076RP 



35 (xi) SEQUENCE DESCRIFTION: SEQ ID NO: 190: 

GATCTTAAAA TAAGATAGAA TGGTAATAAA TATCATTCAG GTACAATAGA TOCTGGTGTT 60 

ACTAAAGGAT TACCIGGAAT ATAATTATCA GGATGTCCTA AAGTATTAGG TGAAAAGAAT 120 

40 ACAAATAATG AAAAGAAAAT TftTAAATACA AATACTGTTA CTAAATCTTT AAAAATAAAA 180 

TAACCATGCA TTOGTAATCT ATCTAAATTA CCTGTAATAC CTAAT3GATT TCATCAACCA 240 

TGTACATGTA ATAGCATTAA ATGCATAATT ACTATTGCTG CAATAATAAA TGGTACTAAA 300 

45 TAATGAAATA GAAAGAATCT TATAATAGTA GGATTACTAA CACTAAATGA TCCTCATAAT 360 

CATAGTACAA TATCATTTCC AATAAATQ3A ATAGCACTAA ATAAATTAGT AATAACAGTA 420 

OCACCICAAT GTGACATTTG TCCATATACT AAACAATAAC CTAAGAAAGC TGCTGCTATA 480 

50 GTTAAAATAA AGATAATAAC ACCAACTCTT CATACAATAA CTCTAGGTGA TTTATAAGAA 540 

CCATAATATA AACCTTTACC AATAIGAATA TACATCOCAA TAAAGAAGAA TGAAGCACCA 600 

TTAAGATGCA TATATCTAAT TAATCAACCT AGTTGTTCAT CTCTCATAAT 650 
(2) INFORMATION FOR SEQ ID NO: 191: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 663 base parrs 

(B) TYPE: nucleic acid 
<C> STKANDEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ETiA (gencmic) 




10 


<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG107SUP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 191: 




15 


GATCTAGAAT TATTAAGTCA ACTATTAACT AATATCTATA ATAATAATGG TTTATCATTA 


60 




AAATCATTAA AGATAATTAT TAATAAATTA CCATTTAATA ATGATATATT ATTATCAAAA 


120 




AATTA.TGTTA ATAAAATAAA TAAATATAAT TTACTAATTA ATAATAATTT AAATAATAAT 


180 


20 


AAAAAAGATT TAATTAATTT ATATACTTTA GATAAIAAAT TATTAGATTT AACTATTCTT 


240 




AATAATATAT TATTAQ3TAA ATATTTAGTA CXJEAGTAATA TCCAATTARR GGGTAGACTA 


300 




TTAAATAGAA ATATTACTAG ACTAATAAAA ATAAATATTA TCAAAGGTAC ATTTAATAAT 


360 


25 


TATATATATC AATGAAGTAA ATTAAATAAT TTATATAAAT TAAATTATAT ATCACTTAAT 


420 




ATTAATAAAC TTAATAATCT ATTTATTAAT AAAAATGGTA TATTTAATAT TAAAATTAAA 


480 




TTAAATACTA TTTAATAAAT ATTCTATAAG TAATTTCTTA TTTATTTTAT AACATTTTAA 


540 


30 


AATGTTTTAT GTTAAATAGA TAATAATCAA TTAAATAATA AAAATTAAGA TGCCACAAAT 


600 




aatocatttt cctttatgaa tcaatiaact tatogtttnc tatttatitt actaatitia 


660 




TOT 


663 


35 


(2) INFORMATION FOR SEQ ID ND:192: 




40 


<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 642 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

[ii) MOLECULE TYPE: DNA (gencmic) 




45 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1077RP 

(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 192: 






GATCCAGTTA CTTAGTAGAA TGATAAAATT AATAAATATT ATTTATTAAT ATTTOSTTAA 


60 


50 


CAATAAAATT CAATAATTTA tttaaataat gattaaataa tctcaatata aaattattaa 


120 




TATAATGAGA TATATATTTT TAAAAAGAAT ATATAATTAA ATAATCCCAA OCAAAATTTG 


180 


55 


TGCCAGCW3C TGCOSTAAGA CAAAQ3333T TAGCGTTAAT OGTAATQSCT TAAAGGCTTTC 


240 


gtagaatgat tatttaaaat AATAATTAGA ATTAATAAAA ATAATTTAAG AATTATTCAA 

578 


300 
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GTAAAGATGA AATAATAATT ATATGAATAA GACTTATAAA GTF2AAAATTT AAATTATATA 360 

TTAATTGACA TTC^GGAACG aacxxtaaag tagc^aatog GATTOSATAC CCGAGTAGIT 420 

TTAGCAGTAA ACAATGAATA CCTATTTATT TTTTATTAAT TAAAGAATAA ATTAAATGAA 480 

AA1TAAAGTA TTCCCCCTGA TGACTACGTT ACCAATAATA AAAATCAAAA CAATAGACOC 540 

TTACAGACTT AACOVJTGGA ACATGTTATT TAATTCGATA ATCCTCGATA AATCTTACCA 600 

nrrriGAAT atttaattat AATAATTTAT AATTAATTAC AG 642 
(2) INFORMATTCN FOR SEQ ID NO: 19 3: 

, £ (i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 658 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

?o (ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1077UP 

2S 

(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 193: 

GATCCGTvJTA TTTTTTATTT ACATTATTTA ATTAAAAATA ATGATTTAAA TAAATATTTT 60 

TTATAAAAAA TAATTAGTQC ATTGTTACAT GTTCATTAAA GAAT3ATTAT TATCAAAACC 120 

ATCAACTAAT TGTTATATAT TTATTAAATA TTAATTTCAC TTAATTAAGA ATTAGGAACT 180 

TTATCTATTA GTCTGGGCTG TTTCCCTTTT GATEATTAAC CTTATCGCTA ATAATCTGAA 240 

ATATTTAATT TTAGATTAAT AATATATTCT GAGATTTAAT ATTTTTAATA AAATAAATAA 300 

TTATTCCCTA AATAATATTA ATAACTATAC CATATATATC TAATATTTAA ATAATCATAC 360 

TAACATATGT TTCGTAGAAA ACCAGCTATT TGCAAATCAG ATTTGACTTT CTCTACTEAC 420 

CATTATTCAT CAGATAATAT TGCTACATEA ACCTGTTCAA TCCTTTTTAT ATTTTATEAT 480 

ATTTTAAATA TAATAAATAT ATATTTTAAT CATTTGATAA TAGTAACATC ATCTGCTTTC 540 

G33TTAATTA ATATTAACTA AATTTAATTT ATTTTAATTA ATTTTAACAT TGTTAAATAT 600 

4£ TTATATTATT TTTAATATCA TTTTTTATTT TAATATTATG CTAATATTAA TTACTTGC 658 

(2) INFORMATION FOR SEQ ID NO: 194: 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 445 base pairs 
50 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1078I1 
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(xi} SEQUENCE DESCRIPTION : SEQ ID NO: 194: 

GATCTAGTTC 'jITAACTTCC GCAAAACACC TGTCAAGCGC TTCAACAAAC GTCTGGATCA 60 

GATCCAAGAT G3CCAGTTCT GACTCCTGGT CGTCGACAAT GAAAGTAAAA TAGAGTGTTG 120 

CATAGTTCTT GTAGATTATT TGGATATCTT CGTTAATGGT TTCACTACCA CTCGATAGTA 180 

GCGAGQGCQG OGTAATTAAG AATCAAGACT GAATTGAACT GTTOCGCF33 CTCATCftOCT 240 

CGTAAACCTG CTCCAGTAGT AGCTTCTCCT TCQ33AGATC G^CPO^OTK TAGTACTTTA 300 

CAAQCCTAGG TTG3CACTTC TTTTTTAAdT CATCTGTTAG TAOGATAAT? TAACTACH3C 360 

G3C033XQ3 TGOCAAAQGG GTTCACCCAT ATCAGGACQG (OGNCC^INTCA TCCNOJSTCC 420 

CCftCCACGGN TaCMOGCCNC NCCCA 445 
(2) DEFORMATION FOR SEQ ID NO: 195: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LErarm: 443 base pairs 

(B) TYPE: nucleic acid 

(C) ^TRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genccnic) 

(Vl) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1078I2 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 195: 

GATCTAATAT TCAATTGGCA AACTCTTGAG AGTGTCTTGG AGGAAATTAT TCAAGGGGGT 60 

ATGGTAATTG AAACGAACGT GAAGAAAATT GTOGAGACCG TCGACGAGCT CAATAGAACT 120 

TCTAACCAGG AAGCCAGGTT TOGGAATGGA CTAGGAAACG CTTTTCAGGC CATCACCATG 180 

GGTGGCTrTT CAAATTT3333 TGCGCGGCAG TGAATATTAG CACACACTOT CTIGAAACCC 240 

CATAATAAAT GAAATAAATA CTCCTIUCTA CIGTCTAACT ACGAAACAAC GCCAA33CTT 300 

TTGGATCATC TAK7TACGCA TICAGTTCGG C^GCACTCAC CATGGGCACC AACTCTTCTT 360 

ACTTGCTATT TCCTGTGTCT TCATTTGCGC TTCGGCTGCC TGATQGTCTC AAAGCTCCTC 420 

CCTAATCCTC TGTAATTCTC CTG 443 
(2) INFORMATION FOR SEQ ID NO: 196: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 451 base pairs 

(B) TYPE: nucleic acid 
50 (C) STRANDFXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencrtdc) 

(Vl) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1078RP 
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(xi ) SEQUENCE DESCRIPTION: SEQ ID NO: 196: 

GATOAOGATG GCGATGAGAT ACTAaTTTGA AGCAGCAGCC TIGACCTCAG CTA^CTCCGC 60 

AAATTCCTTT CATl'I'l'lOGA A^GCAGATTA TAATTOCTTC TAAGCCATIU AATTOCTTTA 120 

Cm'lXXXJVV AATCAATQCT CTATTTTACC ATCATTOGAA GTAAGAGTAT GTCGATATGT 180 

CTGACCTAAG CTACAGATTA TCTAATCACA TAGTTATCTA CGAACCAATA AGATTATCGA 240 

ATTTCGTTGA AAAACTCAGG CGAACQQCAC AGCGTT3CTT COOCCTATTA GATQCTTTGG 300 

CCATA02ATA TCACGAAGIG AOCTCACAGT TTTTAAGTAA (XG3AATAGT CTCTAGATAT 360 

, 5 GGTATTGTGA AAAGTTTATT M3C7K33TTTC ACCCCCTGOG AATCTNGGNG CT33^7K33G 420 

ttcttaggtg go^aatccgg NcxDoarcNrTT c 4Bi 

(2) B^JTORMATICN FDR SEQ ID NO: 197: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 480 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 

(D) TOPOLOGY: linear 

25 (ii) MOLECULE TYPE: DNA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1078UP 



30 



35 



40 
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55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 197: 

GATCTCCTTC CTTrCTQGTG TCTTGOCAAG CCCTTATTTC TT3AOCAAAG TATTCTTCRC 60 

CGTTOCOCIG TACTCTGTTC TCATAAATTT CCGCQ3TAGG ACACCTCT3G GCTTTCTCTT 120 

GGCGATCTAT GAGGGCTTTG CAATCATCTT CACCQCOXT AAAGTTTTCA CACCATTTTT 180 

GTATCAGCAG CTACTTCAGT AAGCOCCCGT ATEAGGATTG TTAAAAGAAG TAGGATOGAT 240 

ACCCTTCAAT TCCAGATGAT 0G7TGCGGTG GGCTA3TAAT TIGTl'AGCCA CCTAATACTG 300 

AAATTTACAT ATTATTQCAC TAGTTAATTA ATATTTATOA TOGAATO33A ATOTATATCG 360 

GTTCTCCGTT CCATXTTTCTC GTAATTAGAT CACGTOGGAT ATNGTNGCCC CGTACCGAOG 420 

AGGGACCCGA TTGGGNTTAT CT3TAT3GTC CCGAGAANIN ATAGAGN3CC NT4AANATAGA 480 

(2) INFORMATION FOR SEQ ID ND:198: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (generic) 
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(VI) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1079RP 



(xi) SEQUENCE DESCRIPTTCN: SEQ ED NO: 198: 

GATCGCTCAT TATITTIGGT CQGACOCTGG GCCCTCTTGT GCTTCTTCTC AAATACCTTC 60 

AAATTTTCGT CTATATAGGT CTGCAGCTCT TCCTTC7TCG AACATTCCGC CTK7TGAAGC 120 

TGGTTGAAAT ACTGCAGGGC CTCTCCACTC ATG03ATTCA CCATTGAATT GCGCICTTGT 180 

ATCTCTTGCT GCAACTGTTC TTGITTGCGA ATGGaTTTTT GZXX3CAGTTC A3CTT3CAAA 240 

CIG^TTGTAT CAGACTCGTC CACTTCATCT TCCACGTOCA CTOGATCCAT OCCTGCAGCT 300 

AGTOTAGGTG GAGT03TCTA TGTACAGTGC TGCTX7TQOGT GTTAGCGCOC 1CAOCTTCTG 360 

CGACTGTTCA AAGATGTGCG TTTCCAGCAA GAAAAGAGAC AACCGGAAGT ATAAGTACAG 420 

GACGCGAGCC TAATTTTGTC AGTTTGCGGA TCTAGCTCAG TTGGGAGAGC GOCAGACTGA 480 

AGAGAAACTT CGGTCAATCG TAATCTQ3AA GTCCTGIGTT CGATOCACAG AATTCGCATA 540 

Tl'I'mGCTC ACGTCACCCA 0CGQ3TANGA ACTGGCATTG CCTACCTAAT GQCCAGCAGT 600 

OGAAAGCOCT CTTGTGATAT ATATATATCA AGTAACACA.T CTATGTAACC TTITGACACA 660 

GTCCCAAGGT GAATCTTGCC TCGGATCTGC CTCATCTGAR ICC 703 
(2) INFORMATICS FOR SEQ ID NO:199: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 673 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 



55 



(ii) MOLECULE TYPE: ENA (genome) 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1079UP 



(xi) SEQUENCE DESCRIPTIOJ: SEQ ID NO:199: 

GATCAGCGAG CTAGGTACCC GGACGAACAT Q2CGTTGCGC AGCTIOCCAT ACTTCAGCGA 60 

CCOTGTGTGT AGCGCAGAGC TTCCtnCCTG GAATAGCGAC TGCACCTCTG CGTTCAGCAG 120 

ATCGCCCTCT TTCAGAAAGC TGCGCATCTG CAGCTCATCG CICTCAGACT TCCGCCGCAG 180 

CACGCOGCCG GGCAGGTTCA O^GAACCCAG CATGAGCACT GCGTGCTQCT TTCCGOCAAT 240 

ATCCACCTTC CATCGTTTGT TGCOGACCTC CAOGATCCTG C03ACAATGT GGTCOCCOjl' 300 

CTCTGGCGTG TACCGZCCQC GCCAAGGAAT CACCGACAGG AGTCGGTTCA CCCTGGAAAC 360 

GGTGCCCQCC ACCGACGAGT ACGTTTTGTT CTCCAGGAAG TATGTGCCGT GGCCTCGCAT 420 

CCACACAGGA TCATCTGTAA TCA3CTCTCC TGGCGTCATA ATCACCGACG AATCCGCTCC 480 

TTCCATCTCC ACGTCCAAAT CAAACTCTTC TTCCTCATCG TCCAGGTACT GGCTCCGATG 540 
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GAACTGAAAC CCACGCCGCT TGCQGATCGT TATTACCTCG CICATTACIG CTGAGACGAC 600 

acgtttcara acttcagagg CTCGCTAGGC CAGGCGAAAC ^CTTTTTGARG ATACGCTTTG 660 

TEACITCTIG AAG 673 
(2) INFORMATION FOR SEQ ID NO: 200: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENJTH: 441 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (gencmic) 

(Vi) ORIGINAL, SOURCE: 

(A) ORGANISM: PAG1080UP 



20 (x±) SEQUENCE DESCRIPTION: SEQ ID NO: 200: 

GATCCGGOCA CGCATGTATT OCACTATGTA CGCTATATCG C3GOCTCGCC TCCGTGCGGG 60 

GCACCQTCTT ACACCTCAAA GCCGCAGCCT TTCATGCAGC CCTTGTACTT TIGCACCAGT 120 

25 TOCTGGCACT TGACOGCATC CACGCCGTTG AACAGCAGAC AGCTGTCTCT 03CTTCCTTC 180 

TO333CTTGC ACACACAQCA TG3CTTTGGC TTGTOGGTAC TACTAOCTTG TGAAACACCT 240 

GGCACAGAAG AGGATTCAGG CATGATTAAT GCTACAGTTC TTGGAGATCT TCCAACACCG 300 

cocGciixTi' GGGGTrrrrc tcactttatt titgcttcaa CGCGCAAAAA TTGTTGTCGA 360 

ATTACAATAT ACAGAG3CGC AGTAACCCCT TTAGTGGCTT TTTGGCTTCT TGGGCTGGAA 420 
ANTTNGACCC CCCAACNTNC C 441 
(2) INFORMATION FOR SEQ ID NO:201: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 644 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG108LRP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 201 : 

SO GATCTTTCGC AGTGACTAGT GCATGCGGCT ATTTAAAAAG TATCGAGTTA CCCTTGGAAA 60 

TTTCAGCATT TATAGTACTG ACGGAGCGOC TACAAACCCA AGGCTTTGAA GGTACTAGGA 120 

GACATATTCA G3CGCATAAA TCACCGCAAG CTGGATTGAG CGATGTTTTG GGTTGTGTTT 180 

55 ACAGGAGCCA GCGCGGTGGC ATGCGTTTTT GCGTAIGGGA TOGTGGACCG ATATCTCTCC 240 
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TTCAA3ZTGC ACACOCATAC GCAOCCXTTTT GTOTT03TAA CACITT1CCC AAATAT3CA 300 

CTCTTCCTCT CGATCACATA CCTOCTTCCA CTCGAT7IGT TTTACTCAAA OCAGACAAGC 360 

□CX3CGGGAAG ACGAGCGOCC AGAGCTGCCG AACCTCGCGT TGTICT33GC GCT3MUEAC 420 

TmXGGAGT T1UIGATATG CIDjTTGGTG TTOCCGGTGC TGATTTCGTA CGTCtATCTC 480 

AACTACTTGT ATCCCOOCGA QCCACAGGAG CCOOGGOGGC CCAOOGTGCT TCQGCGACTG 540 

CGAM303CCG TTATATQCAA TCTCAAGTK: TATOGTCTTT GTCTACIGOG GCTGATCKX: 600 

NGCCT3GTAT ATCTCAAGAC CGOGGGCGTC AGAC 644 

(2) INFORMATION FOR SEQ ID NO:202: 

(i) SEQUENCE CHARACTERISTICS : 

(A) IflCIH: 669 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEIKESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE : ENA (gencnuc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1081UP 

25 

(Xi) SEQUENCE DESCRIPTTCN: SEQ ID NO: 202: 

GATCCAAGAC CAGOTOCOX AGGGGAGAAA ACCCCCCCAC ATATGTCCAG GGATACGCTC 60 

30 AGCATOGAAA ACCCAACCGT (33^CTK303C TCGTAGITGT GOTK33CCTG TQZXATATAC 120 

TICAGCACAG ACATGATGAT TTTTATAAAG TACAXACAT OGCTtfJTAGAA CAGTGTCGAC 180 

TGATTGTTCA ACCCTGTTTG CGTAATGCTA ACCACATATT QCACTGTGCC AATGCAAAAA 240 

35 AGCCCGATGA ACAACTGCAT CATCTTCCGG TGCGCTGTGC TCATCCTATT CGCCGGCTCT 300 

CCGGTGAAGC CCCATACTCT CCTC<XCCAT AGCACCTGCG ACGCCAGCAG TCCGTTAAGA 360 

AGCCAGCTAT GCATGGCATA CCAGTAC7TCC GAOCACCCTA CCGACGGCCT CACCGCGCTG 420 

GACGTCTCGC CTTCATTCTG CCAGAGCACG TCTQCACAAC CAGCGAGAGT ACTAGCGCTG 480 

TATACCCGAT GCAATTAAAC ACCACGTAGC CTTTCGACAA TCCTCTTGCG CTCTOCCGCT 540 

TCCAGTTGAT CCATAGTGQC GGATACATCG ACACCCACCA ACATGTCGCG TACAAGTATC 600 

CGAGCAACTG TCTCTICCTC ATTCCAGCCT CGITCCAAGT GCTTCTACGC ( JUb 'l lTlUKJ 660 

GCGTCAGAT 669 
(2) INFORMATION FOR SEQ ID NQ:203 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 654 base pairs 

(B) TYPE: nucleic acid 

(C) STRWDETKESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UJA (gencnuc) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1082RP 



(xi) SEQUENCE INSCRIPTION: SBQ ID NO: 203: 

GATOCACGAG CAAACTATTA TTAGGCGCCC OCCACCCCAG TCTGCAGCAT TCGAAAGCCT 60 

TCCTAGCCTT TGTGCGATGT CD2AAGGTAC AATTTTCT03 CAGCTGAAAA TACGAAAGAA 120 

GCGCCAAGAA GIGGOCTTCT TTGAATCCAA CCCCGACOCC AATGATGTCG AGGCT333CGA 180 

ACATTTTATA ACftSflGCTCG AIAAGGGCGA TAAQ333CTC GGOCTGT71T CTICGATOGG 240 

CTIGATATOC AATANAATGC TCGGGACAQG TATCTTTGTC GTICCCGCGA ANATCTICCA 300 

GTTGACTOGC TCAGTATACT TTGCGCTfiGG GTTATGGGTA CTAGGAQCTT TAATIQCTCT 360 

AGCAGGTCTT TAT3TTTACA TGGAATTTGG AACIGCAATA OCGCGGAAOG GTGGCGAGAA 420 

GAACTACCTT GWCJITCAICT TCAAGAAACC GAAATTCTIC ATTACGTCAA TGTACTCAGC 480 

ATATGTCATC TITTTAGGCT GGGCCGCAGG TAACTCTGTG AOGGCAGCIG CAATGTTCCT 540 

TGATGCIOGA AAGGTCGAAG CAACACGTTG GCGTTGAACG CCGTCTTGGA GTTGCGGTCA 600 

TTTICTTCTG CTTCCTTGTC AACTCTCTCA GKJICAAAGC TO33TTGTTA CTTC 654 
(2> INFORMATION FOR SEQ ID NO:204: 
!i) SEQUENCE aiARACIUaSTICS : 

(A) LENGTH: 680 base pairs 

(B) TYPE: nucleic acid 
CO STRANDEENESS .- single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1082UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 204; 

40 GATCCGCAGC TIXXGCAAGC GCCGCTTCTC CTCCGTGTAC TCCTCGTCGT CGTCGTACTC 60 

CGQCACCATC GACGCCTCCG GCTOTTCCIC A7CCGCCGTC GCGTCCTTCT CCTOGTCXZAC 120 

CGTCTCCGGC AGCAGCGAGT CGTCCTTCGC CCCCGTCTCG TCGTOGTCGC GCTCCAGCAG 180 

45 TGCGCCCGGA AGGGGCTGCT CGTCCGGGAG CGGCCCGAGG TACGGGTACT TX^CCGGCCC 240 

CATCTCCCGC TCAATCCGCG GGATCACCAC CTCCCGCACG TACCGGTCCA TGATCTGCGC 300 

ATAGTGGTAG ATTTGCGACT CCTTCGTGTT GTACATCCGC GCGTTCCfiCG TGATCCGCAC 360 

50 CAAGTCGTTC ACGAACTCCT OO30CCGCTT GTaGTGGTTG AGCTTCTTTT TCACCGTCOC 420 

GAOGCTGACC GGCTTCTTGA TGATCCGGTA GTAGTCGGGA TAATCCTTCC TCAGCGGCAA 480 

AGTGTAGAAA ATCG3TAAAA TCTCAATACC ATITICCTCC TTTAAGTCAA ACACGCCATC 540 

55 CAACAAAACT TTGAGCTGGT CCCGTAGCAA CATCGTTAGC CCICGCCACC TGAAAAGCTG 600 
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AAGACTi'lGLi rPUlUVMJVA TCTP3ITCCX5A AACAACATCC CACGO3X0T TTCH3CCCGT 




TCACAXCTT GCTTCAAGTr 


680 


o 


(2) INFORMATION FOR SEQ ID NO: 205: 




10 


sequence characteristics : 

(A) LENGTH: 613 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genome) 




IS 


(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAC-1083RP 

(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 205: 




20 


GATCATCAAT TTCTTTTTGG L'lGTlTlL'IT ATTTACAGCC TCTATTTCTG AGCGAACATG 


60 




CGACGCCACA GCAGTCCTAA TGAOCTCATC IGTTA3ITCG GXTOCAACCG CGTTACOCAG 


120 


25 


TTCATTCCCT TCTATIX3CTT TQGAGCCAGA ATCTCTAGCT TCATCTTGAG CGCTAGCTTC 


180 


AoTl-iULULU lAXSGlTTTA AAU0"1C»T1TG GiTAAAAUGA AAAt^iATlTT CVH-'l'l'lTAG 


240 




CT03GAATTG CCAGCAAATG GTI'iTCTGTG CGA'IGAL'ICA AAUJ^TACAT CI'mTTAGT 


300 




T2TTGTTTCC TCTAAAATAT GLT&TGAGGT TGTAGAQCCG ACACTAGACA TAAATGTTOT 


360 


30 


CGTAAACTGT TTCGTGGACT OC^GATCAGA CTGTRXTGT GGCTPSAACT OTATGCTAGA 


420 




TTTCACTTCA CTTCCAGCGC GGGAT1GGGT AOTXitHTCG (jTAGlC'ITAT AA'ILTUJACT 


480 


35 


ATCGAAGTTG AAAGTTTrAG AlATAUU-'lG OTGHCIUJU 'lUCAAOLiAAG ACXXUIUL*IC 


540 


AATGATGCTT TCCGAATATG H333IAGATT TGAATCATTG CTCOCTAGNA GCAOZATCAT 


600 




CCTCCGAAAG AGA 


613 




(2) INFORMATION FOR SEQ ID ND:206: 




40 


(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 656 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPDLCGY: linear 




45 


(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1083UP 




SO 


(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 206: 






GATCCTGAGC GGTGCGGACG AGGAOGAGCG CGAGGAGGAG OCGGAGGCGG TTGK3333GA 


6C 


55 


AACCGTGAGC CGCAGCGCGA CGGGCGGGAC GAPGCGGCQC T1TQCGGATG AGGAGOCOGA 

586 


120 
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CAAQ3333AA Cy\GGO330GA COGCCGCXTC GGACGACGAG AGAAGGCQCG 180 

C^ACTAGOGT ACATOGAACG ATATAACTGT ACAGTACCAT GCAAGACGAA TCT3AGCCCG 240 

CCQ^ACQCQC 07IOG03D3G CO0CGD3JIA CCTOCCGACG CCACAAAAAA TCCCCCTCGA 300 

CAATCTCTOC CHCATCATCC C03ZCAGA03 ACAAGAT33C TO32AAGAAG ATTGCQaGIG 360 

TCCTAGCCGC GA0330CICC CT333XAOC CGT1TATCCT GCTG7T0GCG GACCACCCTG 420 

ACTTTGAGCT GAAGGTQCTT 0333CATCGC CGCGATCXXX: TC3CAAGCQ3 TATCCGGACG 480 

Ca3IGAATIT3 GAAGCAGACC GAOZTGATOC CO30U1TIUC CGAAGACATC GTC<JTCACOG 540 

ACTGCAAGGC TCAAOCATTT TCO33CT0CG AOGTTCTCTT CICIG33CIC CATGCOCACT 600 

ACGCAG30CC CATCCA^GCG GGAATTTOX GACQCCSGAC TO3CTCTICT CTCGAA 656 
(2) INFCRMATICN FOR SEQ ID NO: 207: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LEJtfTTH: 453 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLCGY: linear 

{ii} MDLfXXJLE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1200RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 207: 

GATOQCTCAT TATTTTTQ7T CQSAOZCTGC GCCCTOTK7T GCTTCTTCTC AAATACCTTC 60 

AAATTTTCGT CTATATAGOT CTCCAGCTCT TCCTTCTTOG AACATTQCGC CTTGTGAAGC 120 

TOCTTGAAAT ACTGCAG33C CTCTGCACTC ATXGATTCA CCATTGAATT GCGCKTiUr 180 

ATCTCTTGCT C^AACTGTTC TIXJITTQCGA ATOOOJi'lTV COCCCAGTTG ACCTTGCAAA 240 

CTGGTTGTAT CAGACTCGTC CACTTCATCT TCCACCTCCA GT3GATCCAT OCCTCCAGCT 300 

MJTCTPiXJTG GACTCGTCTA TGTACAGTGC T3CTGTCCGT CHTACOOCGC TCAOCTTCTG 360 

CGftCTGTICA AAGATGTQ33 TTTCCAGCAA GAAAAGAGAC AACQ33AA3T ATAAGTACAG 420 

CACQCGACCC TAA'J'ITIUIC AGCTT3CQGA TTT 453 
(2) INFORMATION FOR SEQ ID NO: 208: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 590 base pairs 

(B) TYPE: nucleic acid 
50 <C) STRANDEENESS: single 

<D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
SS (A) ORGANISM: PAG1200UP 



587 





EP0 866 129 A2 








!xi) SEQUENCE DESCRIFTrCN: SEQ ID MD: 208 : 








GATCAXGAG CTAG7IS0CC G3ACGAACAT GCCGFIGSQC 


AGCrrcCGAT 


ACTTCAQCGA 


60 


5 


CJGTGTGTOT AGCGCAG^OT GAATAGCGAC 


TOCACCTCTG 


CGTTCAGCAG 


120 




ATCGCCCTCT TIX^GAAAGCI TCCQCATCTG CAGCTCATCG 


CTCCCAGACT 


TCCGCCUCAG 


180 


10 


CALIAAXJLU^ OJLAOJi'lLA GAGAACCCAG CAlGAGCACr 


GYG7GCTOCT 


ITCCGYCAAT 


240 




ATCCACCTTC CATCGYTK7T TCGCGACCTC CACGATCCTG 


CCGACAATCT 


CX7TCX30CLX,T 


300 




CICTG3XCG TACCGCCCGC OCCASG3AAT CACCGACAQ3 


ALULUJl'lCA 


CCCTG3AAAC 


36C 
420 


IS 


QSIGYOCQCC ACCCACGAGT AOoTlTlGTT 


TATCTOCCGT 


GGCCTCGCAT 




UJfiLXU*-UP>. 'HJAUViUlAA 'lU^GL'IVJU- TGJUG1CAIA A^ACCGACG 
TICCAICiCC ACOTCCAAAT OWCTCTTC TICCICATCG 1D2AG3TACT 


AATXGCTCC 
□GCTCCGATG 


480 
540 




G^ACIGAAAC CCACOCOOCT TO33GATO3T TITrACCTCG 


CTGATTACTG 




590 


20 


{2} INTORMATICN FOR SEQ ID NO: 209: 








25 


(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 754 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOIOGY: linear 

(ii ) MOLECULE TVPE: EKA (gencmic) 








30 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1201RP 










{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 209: 




60 
120 


35 


C^A'I^rilXiftG A'JT^AAUGCAA TATG2AACAC CXJXTTOOCC 
LCGCGGGZAG TCGTiCATX' IXHJUCKWLA CUiL'iUACflC 


AGCTGGA'IGr 
TTGAAGTTCC 


GCCCGAAGTG 
GGTCGATGGA 




GCCCAGOD3G GG3TCGTICA GCCCIXXCAC CITTCXX3CCC 


AICIULX/ICT 


CGTCCATCGT 


180 


40 


CTCT33AAAC TCAAICTK33 CCACCGAAAT CGCGCG^ACC 


TOCTCGGGD3 


AGAACAGCCC 


240 




AAACTGCACC TCX7ITGAT33 TCCGCAGAGG 03CQCTOGAA 


TACGGAAAGT 


CCACCATCQC 


300 




•JG*IU1XX,'1AC TACCQ^ICCC GjAGATACAC CCGTTTOCAA 


Gl'KXTlCflWI' 


GCAGCTGACG 


360 




CCCAGCOXX: ACTCGCAATC ClUUlTliAGG CCGACXTGCTT 


'lL?ri'lLX3CTC 


CCTTGCCGCA 


420 




ACAACGAAGC TXZTGTTATAT GTGCCCGCIC GAGACCCTAA 


GCCTGCTCCT 


GTCGAACACA 


4S0 




CGCTCACGCC CAGAAACTCG TOICnTACC TlXX^OOTCT 


GGAATTG3TN 


CGCGCCAAAC 


540 


SO 


CMXTTATTG CXTXJ3XGAA CNCCTATOCT CCCTGTNATC 


TCAGCTGGAA 


TNCACCANAA 


6C0 




CACCTACCCC NCAACTCTGG TTATKSGATT 


T1UULUULAA 


TAAADCANT 


660 




gitnocaatc cttncacccc caactgtigt NKXxxrr&rr 




TTACTCNTNA 


720 


55 


CCCTCX3-RCN OCAATITI'IT TITCCCGTTG CCCT 






754 


jnsoocid- <fp 
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(2) INFORMATION FOR SEQ ID MO : 210: 

(i) SEQUENCE afflKWTTERISTICS : 

(A) LENGTH: 643 base pairs 
<B) TYPE: nucleic acid 
<C) STRANDETNESS : single 
<D) TOPOLOGY: linear 

(ii> MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1201UP 



15 (xi) SEQUENCE DESCRIPTION: SEQ IDNO:210: 

GATCCTCOSA TTAGCCTCCT CTTAAAACTC AACCAAOCTG CTCTGAAACA AACAACACGT 60 

ACCACTICTG TGITCTTCCT CTOCGCTTGT TGACCGTCCC GCAftCTACTA TGTCGTTAOG 120 

20 TCTGTTTTTT C03GAAACTT CXX2ACGGTCT CAGAATCAGA GQCTGTCAGA TTCTTCTCTC 180 

GAATATOGCT CTGGACGTTC GCTTAOST3C GOXOXCAG TX3CTCTTAAC CG3CGCOGTA 240 

GCCCCCGGCC CTGGCCGGTA CCAACAAGCA TGGCAGGAGA CACAGAGTAC TACAAGCA33 300 

25 CGSTGGAGGA GTACGCGGCG <TTCAAGCAGG A2AC03ACCC GGW33AGTGG GACAG3CGGA 360 

TOGCGCAGAC OGCtTGCTAA GTO^iAATA TGGCGCTGCA GXTTGTOCCAC GCGGAGACCG 420 

GQG&CTGGCG CTXCIGCGCG GCGGACATGG OGCGGTTCAA CC^GTTOCTGG GCGGCGCAGG 480 

50 CAACCGCGAG CGCGTGAOQC ACCGTQGACG GTGAGCTGCG GGCTGTAAAT AGOIGTATCT 540 

CGACOCOTGT CACGTTGftCA CTGGACACGT TACGAANCAT TNIUJGGNIN GGCCNCCGGA 600 

ATGOCCANCC OCNATCTNAN NACOCAAACN GGGGTATGAT NTN 643 

35 (2) INFORMATION FOR SEQ ID NO: 211 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 735 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
40 <D) TOPOLOGY: linear 

(ii) MDLEOJLE TYPE: ENA (genomic) 



45 



so 



55 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1202RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:211: 

GATCGAAAAC COGCCACCG AA^GCTTGAC ACTGAAGGGA TTIGAGTATT CTCTTGCAIT 60 

TTCCAAGG03 AATACCAGCT TOICCCAGGC TGCOGATOCA ACCTTCCCCT CCITCAGGGC 120 

CIGCTTGTAC CTGTCGTCTA TCTOCAGCTG ACCTTAGCAGC TCTGTGATCA GCAIGftDGAC 180 

QGCCAGCQCA GAGGTAAAAC CTTICAGAAA GGCCTTTGAG ATTGCATTGT CGATGAAACC 240 
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C^XCTCAAfi ATCrrCA033 CGAACAOCAG GAOCCCTCAT ATGCATOCGA TAACOGCAAC 3 CO 

GCTIGATCAAC OGTICAAGCG ACTTGT3CGC CCATGCATCG C^XTCTGGC OCACCACAAG 360 

GGACGCAACC GTCTGCGGCC CTACAACCAT OoTCGGGACG CTOXGAAGA CTGCATATAT 420 

CAGTQ33333 ATCACCAGTG QJTACAOXC TGCCTATQTr GACACAT3IG CCATAGTG3T 480 

CAGOGAAATG OCCAGCGGTA TCTG^ATGA CGTCAGOGTC AGCCCAOCAA GCATOTCCTT 540 

CQCATTTOCC CAGAATACTC TQ3CAGCCAG C^TATAATTT; GTCGTAGTAA GACNCATAAA 600 

ATTOSTiTJCC TTCCTACCGT TGTCMJTTrA TN^KTIXTTAC CCCNTACGAC TTCTCANAAG 660 

■CAGNINXCC CCOZCCGGAG ACTTCCANOC CNTCCCTACT OXAATTT33 ACCANGACCC 720 

GCTTCCTOGT GCTIN 735 
(2) rNFCRMATICK FOR SEQ ID NO: 212: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 777 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1202UP 



30 (xx) SBCUENCE DESCRIPTION: SEQ LD NO:212: 

GATO30OGCC QCGCCCCAGG ACTACGTCGA CTTTCTCICG CTCACACACG TACT33ACGA 60 

CCXXX^GCAG OOCC^AGCGG ACTOCGTG3A GCACAGCTAC ACQCCOGATC 03CTG^AOCT 120 

3S CCCCGTCTAC GCGCACGCOC AATGAGAGCT CATCGCTCCC OOGCAGTGCG ATTTTTTTGC 180 

CQC3003CCCG CAGCGCTCCG CtTG3^3GTC AO2GAAG0CC CAGCGATGAC AGCCAGCGTC 240 

CAGGATATCG TOSTOCCCAC COCCG3CGAC AGCGCCG333 GXG0GACQ3 GCGCCCCAAC 300 

J0 OV3XQ3TCA CCCICCCCGT CGO3CT0GAC AGCOOGACCG GCGAOGTGCT CGTGOOCAAG 360 

(XCAOCGGCA AGACCCOCGT GCGCAAGGGC CAGACAGAAG AGCAGTACTG CC^GCAGCTG 420 

CAGCAGTACT TCGAGCGTGA O330GGmXC GAGTGCACGG ACGAGGGCTG GCTCGACCGC 480 

45 G033COCCCG CQ3CCGOCGC QCGCACCAAG CAGGAGCGCC AGCGCCTCGC CXX3CCGTCTA 540 

eCAACGCCTC TACTTCCTCG GC03CCGTCG CGAANCCGCC GCXJNTCGCCC GCCACTGCTG 600 

TATACT7TTCC C^07^CN3^3 CNCCTNCCNA TTNGG3ZCCG AANINCTCKA l^TCNNNNCT 660 

£() NNIUCINNCN GACCCNNNNN OCCTTAATTT TTCNirTN^j NMTTTT7TCTT TIXXCCTCCC 720 

NCTCTTTAOCC TOCTNCNIC CNTGGTNOTT CCNTTTOG1G N3CTNTC7TTC CNTNCTC 777 
(2) EtfOKMATION FOR SEQ ID NO: 213: 

55 (i> SEQUENCE CHARACTERISTICS : 

(A) LENGTH. 756 fcase pairs 
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(Bl TYPE: nucleic acid 

(C) STRftNCeENESS: single 

(D) TOPOLOGY: linear 

(ii) MJLECULE TYPE: ENA (generic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1203RP 



<xi> SEQUENCE DESCRIPTION: SEQ ID NO:213: 

GATCAAACAG CTGCAGTTGT TGAAA^TTT GCTTGAATOC AAACCAAGGA ATACGTATT 60 

TTCGTTICTA GGCCTQ3ATA «_TAATCTCT TCTCCACTCT AQCTGGGGAT AACADCTGCA 120 

QGAOGTGAAC TAACAAGTTG ACTACTATAC AGCAAAATAA CTCGAACAAG TTATACAGAA 180 

TTTTGTAAAT ATATTATAGC AGCCCTATTA CTATAATTCC ATCATTTGTT AACGCTTTAG 240 

CCTTCGTTCT CAGACTCGTC GTCATTTTCT TCATGATAGT TGATATTTTT GOGTTGCCIT 300 

GADCTTTTCC TIACTG3GCC TGCATTGAOG CTCCTACTCT TTCOX7TC.TA OTCAOCTOCA 360 

GAGCTTQGTG TATCTTCGTC CTCGCTTCCC TCATCGACAA CTTTGCGCTT CTTCTTAGTT 420 

TT£GATG?!CG CTGATGATGG CCCTTGCGCT TCTTGAATTC TCTTCCTCTG CCCTTO30GA 480 

TGTTGAATTG GCGCGATTAG AGAAGCGCGA TACTTTGGCC CTTATATTTA CT3TCAGTGT 540 

TTCAACATGC TQGTCTGATA TATAGCTCAT GAACGCGTTT CTTTGCGCCT CTTCCCATAT 600 

TG3GGAATGG CTGATAAAGT TCAGAAG3CA GATTAGCTCC CAGGTAGACT GGTAGATTCC 660 

ACODCCGTTG GTTTTAGCTC AAANATNATC AATTGOCAAC CN3CTAGANA TAATNINTGA 720 

ACATATGCTC CGTGTNQGAT CCGNTGOGAT CTCCCU 756 
(2) INFORMATION FOR SEQ ID N0:214: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 781 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

<ii) MDLECULE TYPE: DNA (generic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1203UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 214: 

GATCATTOGC TCGCTGCTCG GGGAGACCAT CTCG3AATGC GACACTGTGT CGATGTCTGT 60 

GCTOOGGAAG ATCTTCAACA AGTTTCTGAC ACACGATTCT G3CCCGCTGC GCTCCCTGCA 120 

GGCCTCCGCG CGCGACCCGG CCTTTGATTT TTCTCTGACG ATCTGOCAGT CGTACAGTAA 180 

CCGACTCQ33 033CAATTCA CGAAGTTCTA CTCCGAGATC CTGTW3333A TTACGAACCC 240 

TQGCTC33CC GGCTCAGGCG £GftCCGCG33 CCTGC^JTCG ACACTTGACT COGAGTTCAA 300 
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GACTCTTCTC. AAACTGCATA AACTTACGGC CAACATAH33 GAOCATGTGC CGGAACTOCT 360 

i333LTCCGTC GTCGGATTTG TtXATCAGGA GTTATGCICA GACAATCTOC OGCTOCGAAT 420 

5 TGGGGCTACG CGACTTCTSG GIGATTTGTT AOCO3CAO0C TOCGCTGOCA ACTTCGTCAC 480 

<3ATOCATACG GACACATATA ATOZCTOGAT GTCGAAGATA QCOGACATAG ACGCCACGGT 540 

-S^GGCGCGAA TOSGTGAAAG CCATACCTAA GATACTOGAT AACAGICTGA 1TK3GCAACA 600 

'° GATATCTGCA AAG3CTCAAC AAGACACTAA TGGA7ACCGA OGATGTGGTT AGACTATGCA 660 

GCTTAGAAGC GCCTGAAAGA ACTACA3TCC CCACGATTCT Q3SANATCTC AAAATTCGAC 720 

TTNITCCNAA TTGTTGCGCC TACCCAAANA AAACNAANCT TAGGAACTTT TCATTIGTAC 780 

rs 

C 781 
(2) INFORMATION FOR SEQ ID NO: 21 5: 

!i) SEQUENCE CHARACTERISTICS : 
?0 (A) LENGTH: 765 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

25 

<vi) ORIGINAL SOURCE: 

(A) CRGANISM: PAG1204RP 

30 <xi> SEQUENCE DESCRIPTION: SEQ ID NO: 215 : 
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GA'iULU-TIli 


GCTA3GICCT 


CAGCCGGCAT G'HJGTCACGG 


TATAGGGOCT 


COGAGOCAAC 


60 


TAGGAAGCCG 


CGCACGGTGT 


CCGACY1UAT 


CCATGGCAAG 


TAGG"1<_T1GA OLULAIU-Tl 1 


120 


CTCCATCGAA 


AA<TTCAGCGT 


CGTCGTCTGG 


CCAGACACCG 


ATCCATBGCT 


TGAAGCCAGC 


180 


AC3GTCCGCA 


GCAGGACCCA 


AGAACTGCAA 


CG'IGTIGCAG 


TCAGAGGTAG 


AGTAGACTTT 


240 


GACCGTGTCC 


GTGTAG3GGC 


GCAAGGCCTC 


CAAGTCGTCG 


ACGTAGTCCT 


CAGTGTACTT 


300 


GO*33TACCG 


'ICUIGCTICT 


TCACACCTAG GTTGAAGGCC 


AAATCOCCCA 


TAGCGTGTAC 


360 


AGACGAQ3CA 


OCAAGCAGAG 


CTGCGGAAAC 


AGTGOCAGAG 


AAACGCATA3 


CTAAOGAATT 


420 


GATGGTGAGT 


TAGTCTGGCT 


AAAGTGGCTT 


GTACTGGAGA 


AACGACAGAG 


AGGGACAAAT 


480 


ATATGTTAAT 


AOZAGGTCAG 


CGCCATCTGC 


CGGAGGAAAA 


AGAAATGTGC 




540 


CGGCACCTTC 


CTTAATTTAG 


AAQCATTATC 


TATCACGTGA 


ATATCACGTG 


AAACACU1TA 


600 


AGCCTACAGA 


GAGCTATTGA 


CGGTGGCTCG 


GAACACGTTA 


GCACTGAGTT ATGTACTAAG 


660 


GTGGCCACGC 


ACCATGCAGC 


•Il/lUL'iOSftT 


GCAATATAAC 


COCCCGGGCC 


CCGGCAGTCA 


720 


ACCGCCATCA 


AAAGTNCTGN 


CCCCGAGNNC 


CCTCAAATGT 


CCNTG 




765 



(2) INFORMATION FOR SEQ ID N0:216: 

55 

(i) SEQUENCE CHARACTERISTICS : 
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(A) LEM3TH: 776 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEH-ESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1024UP 



(xi) SEQUENCE DESCRIPTION- SEQ ID NO: 216: 

GATCAGGAAG CAATAGGTAC TCAATTQOGG AAGATTCAGA GACAGCAAAG GTCAAGTGCA 60 

GTTCAGCAAC ATCGAATCCA CACAAGTTAT GTCGTACAGA GGCCATAACT ACAACGCAAT 120 

GGCACCCGGG G33ZAGACGT TT7TCCAACAG TCCATATACG AGCAATATGG GGTCCAC33G 180 

GGCTCGCGGG CGCAGCTCAG AGCTGTTCCA GAAGTTCG&G CGATTTOCGA AGCGCATAGA 240 

GGACGTGACG GACCACCCGC TGGTOCAGCG GTTCGTGODG TACACAOOGC TGATTGCGCG 300 

GTTTTTTATT GTQ3CCACGT TCTACGAAGA CTCGATCCGG ATTCTGTCGC AATGGCCGGA 360 

GCAGGTGTCG TTTCTATOOT ACTACCOGCG CTACXXCCGA GTTTTOGTAG TGCTGTTTTT 420 

GATG3TGGTC GCGGTGOTGA TGATGGTGGG GGCCAOGATO ATCCTGCTGC GCAAGCAGCA 480 

GCTGTATGOG ACT333ATCC TATGOGCGTG TATCATCTCC CAGGATTTGT GTACGGGCTG 540 

TTCTCCG3CA CTCCTTCGTG TTTGCGGAAT TTCAGCGTAA TCGGCGGTTG CTGATTACTT 600 

CCGIGACTCC ATOCGT3CAG AAGCGCATCA CATTCGGCAT GCTGCC3GAG CTAACAGCAG 660 

GA«33CQCAC CAAGGCTACA TCCIGCTTQC Q3CC3CATAT CAXflGICTIA GTTTGTGACT 720 

TTACCTCCGC AAACTGGTGA CGNITCCTCN OTCQGGNAC GGTNCTCCCC TQ33TN 776 
(2) INFORMATION FOR SEQ ID NO: 217: 



<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 747 base pairs 

(B) TYPE: nucleic acid 
40 (C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 



55 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1205RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 217: 

GATCGCACTT CAACCCATTC AAGAA3AOGC ACGGCAGTCC QGAGGACGAG AAOCGTCACG 60 

TGGGCGACAT GG3CAACGTG CTCGCGGACG CAAACGGCGT GGCOGTAGGA TCGGCGAAGG 120 

ACCCTCTAAT CAAGATTTTT GGTCCTACGT CGATTCTGGG <XGTACGGTU GTTGTCCAOG 180 

COT3CAAGGA G3ACTTAGGC CXXX33CGGCA ACGAGGAGTC GCTAAAGACG GGCAATGCGG 240 



NSDOCIO <EP 0ft66i?9A2 I > 
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GCCOCAGACC lUlTlOOXJC COGATTCGCA TIGCCAACIG acctggctgc tgocgcctoc 300 

CCGAAGCTCT CGAAGGTTGC CAACTAGAAG CTCTGATGAC TATGTTAGCA GAATAAACGT 360 

TTTATOGTTC GCTTTIGTrOG CQTTGTATCT TACAATTGCA CCAATEAGAA GTTTIGCTC'IC 420 

GCCOXGACG GCACXTCQ3 CAOCGAGTAG CTTOCTTAGGA TX7TTIXXQGC CGCCAGCAAC 480 

AAGCC3AGGA AG3C3CTGCGA AGGGTTCTAG CAIXTTO3AC A7GTTACTCT GGTO33TACT 540 

GOLflCULCAC COTAGTAQQG TTGGTO3ACG AGCTCGAGAA *IUIOXAOCG GTOCCGTCTC 600 

GTCTCTOCCC CCNAATTCAG (XAGCN3CCG ATTICTOCNC ACTTTGGTTG A3CCCNTACN 660 

A7GAAATNIT CO^CCCAAAG AGCCTX3CCGT TATTTCTOAN ATGACATCK3G TKXXXCGAA 720 

AAGIGTCTAA ACATOCCTCT CCCOXN 747 

(2) U^JTORMATICN FOR SEQ ID NO:218: 

(i) SEQUENCE CHARACTERISTICS : 
20 (A) L£M3TH: 777 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



is 



25 



(ii) MOLiECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1205UP 



30 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 218: 

CATCTICAGG TTCOGCGACA TGATTATCAG GGA^ATGGGG T3GCTOCGCC GGCGCCCCGG 60 

CTCCIGCACA CGCTCGGIGA ACTCCTOZCG CTCCGGCAGG TOCTCGGGCA C<ACOQCAGA 120 

3s gatcatctig tccagcagga tctcaatgaa ctottcctoc TOCTOTACCT GAGACACOGC 180 

GCGCAACTIG GCCOCGCGCT GCTUnXXGT ATCCTCCTCG TOCGACATAC CGGCGGCATT 240 

GTCGCTGGTC TCCTOCTOCC AGAAGCIGTC" OGCGCIGCTC TCCACCTCGT COOGCAACGC 300 

40 GAACTCCTCG AAGTO3TCGT OGATTCJITIT GCOCTGCTQ3 TCTITGCCCG TCCGCAGCCG 360 

CTOCCATGTC QCGICGAACA GTGAGCACGC GATGTIGGTC ACCAGCTCOC GGTTCGTGAC 420 

CCACGGCCGC GCCTITTCAT OTIXTTGCCAC OTICTCCTCT GCCICCATGA TGGC7TTCATA 480 

45 CTIGOGCGCC AGGAATTCCC CCAGCAGCGA ACGCCGCTIU TR3CK3CCAA TTGCAACQCT 540 

CTCA^GCGCC TTGGTCTATC GTCCTOCTTC ATCGGTCCTU CGCOCCGACG TOATATftGAT 600 

7GCGGCTCGC GGTAGCACAC TQ3CGAAGGC TGCCTTOGTT ATATCCCGCT AGAAGCAGTC 660 

50 TOCGCGGTCA GTTAGlU.Tr TCGTGAJGAT GACGIGTICA CGATGACTCG GATATAGAAC 720 

AGTCATCTAT CGATIGAGAA CATAGCTATA TAGAAATGAT TTACTCTAAT ATATCGA 777 

v2> INFORMATION FOR SEQ ID NO: 219: 

55 (i) CHARACTERISTICS: 

(A) LENGTH: 751 base pairs 
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(B) TYPE: nucleic acid 
<C> STRANDEENESS: Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (geionic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1206RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 219: 

GATCQCC7TCC GKXJXXJKXl GCIOCTajTC CTCGTTGAAC TCCGTOCACA GCTIGAACGS 60 

CCGCX3CCGAC AG^rcCADCT TCCOCACCGT CrCtCGTCACC ACCTCQGTIU CGAACTTCAC 120 

OGACK3COCC T1CATOCGCT OCATCACX7TC GCTOECCGTT AGCCCOrCGS GGAACCCCGC- 180 

GAK7TICTCA ATCTOCGTCG TTGKXTi™ TTOC003CCT QCAGCCACTC CGITO3CGAA 240 

CAT3COCTCG TACAGCGICG GCITCATCTC CGCQCQ03CT AGGTAAATG3 C03CAC7K7IG 300 

T3D33CAG33 CCGGAQCCAA TGATCCTAAC TTVGTGAT02 ACCATTTtTTG TCT3CAAAGC 360 

TKJICCCAAC CQ3TATCTTG TTCCTOCTGC TAQ2ATCAAC TCIXXACTGC TAAGTTTCGC 420 

TOXGCTTOC TO3TTITATA CCTCTG33CT ICACCATCO^ TGAACCTTGA TO3DCGTTAC 480 

TATTTCCGAC GCTTATGTCC GCACCT3ACA AA1TCGGCTT CC03QGTOCG CGACK3D3GT 540 

CAGIQGQ33G TGCAGT?CAA GAT^33CACC NGNNNTCNM2 GQCXX7ICTCN 600 

0*G3DCXXXX GNCCCTTCNC AQ3ATCNTTN CCICANCTAN AAOtf*33COC OTOGNNNTCT 660 

TTTTITK?m CNQCNAfiCGA AQ3CAAINNA ATNTTimiN GGNCNTNNGT TN3AANTCJTC 720 

c^l^^zNGTO^G catcgogct tatnaacaoj c 751 

(2) INFORMATICS FOR SEQ ID NO: 220: 

(i) SEQUENCE CHAPAZTERISTTCS : 

(A) LENC7IH: 778 base pairs 
<B> TYPE: nucleic acid 
<C> STOANDEDNESS : single 
(D> TOFOLCGY: linear 

(ii) M0L3ZULE TYPE: DMA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAQ206UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 220: 

GATCCOCTGC TCGTQCACCA CCTGCT3CAG GTAG^ITGCT ACTCCACGCG CGAGATATG3 60 

GTCCTOTTCA ACATCCTiVCA OTTGP£CTGC TTTAACGAGA CAACCAAG3A CAA3TACGAC 120 

CQCCGCA7CA TCAGTTCGCG 033A?03C7IT 7CGAC03CCC TGTCTOCAGA TAAGftCCTIC 180 

OCTCftOjfiGT TTAACTCCAA ATOTCTCAAC TTTAOGACCT GC7P33CACCT CATG3CCCOC 240 

CTT^CCACC CT3TTTTCAT GTOGrKTTCTA GACATTATOS TO30CGA3AA CTCflCAKXC 300 
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TTCAAAAGCA ACCCCATCAT CCOIGATAAG CTCAACGGCA AGGACTGOGA CTATTAOCGT 360 

CATCTACACG TTGTTGTCAN CTATAGGATT ATCTGCGCCC TCACTOTTAC AJlULTlUli: 420 

AGCTATCATT TTGGCTXCAA TAATCTCZAC GACCIOTC"JT TTGTOGACCC AGCCTTCCAG 480 

ATAATAGGGC CCGAACAAGC GACTTGGGGG ACGTGCATGC AACCTTTATC AAGAAATGGC 540 

ATCACAACTA TAAAAAGTTC TAGTTGCPCG ACTTGTAATC TCATCICTAA ACATAATATT 600 

CTTTTATATG CTIGTATTAC TTANOCTCAA CATGATNACN TATO0CTGGA AGATTTCCNC 660 

CWIGOCCGTO AGAACN3ATT TOTGTCAACT TNTATAAAAC TGACOCGTGC «XCCICOCG 723 

TAACO03ANA TTTCCTGATN CNIGATOCTA TGAN2ATGCC GXNCATTNN CANTA.TTC 778 
(2) 32JPCRMATTCN FOR SEQ ID NO: 221: 



(l) SEQUENCE CHAilACTERISTICS : 

(A) LENGTH: 756 base pairs 
<B) TYPE: nucleic acid 
20 (C) STRANDfiNESS: single 

(D) TOPOLOGY: linear 

(ii) MOI^CULE TYPE: DMA (genomic) 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1207RP 



(yd) SEQUENCE DESCRIPTION: SEQ ID NO: 221 : 

GATCTGTTTC AAAAATTGGA AACGCTTACC ACCTCACCAA CACACCAGGA CTTTATTICG 60 

TAGAAACAGG CGAJCQ3CCT GAACAACAGT CACTAGAAAC GGTGCAOCAA GGCAQCTIGG 120 

CAACGAGGAG GCACCCTAGG GCTUAATGCG TTGATAGTAA AGCAT3TACA CGAGZTTTGT 180 

CTCCGAGAGA AGGAACGACG TCTIGCACTC OGACACGTAC GAGTUTGAGA T7CACCACCA 240 

CQ33TGCGTA GTGGTGCGAC GTAAAGCCTT CACTTTGCGG GGAGGGCCCT GGGGACGGGG 300 

GACTACCTTC GTOGCAGCCG AAGATACGCC CGATGAGCTC GCAGAGCTGG CTCCGGAGCT 360 

GTXXTGCTCG GCTGACGCGT CGGGCTTGGA GACGGGTTCT TCOGTTAGTA GrPGACIGTTG 420 

ATGGAAGCTC CCCAGTAACG GTOTIGAGCA AGC03CCATC GGCCCAGGCG GAAGGCTTCC 480 

AGCTGGCGTA GGGCACAGGC ATTCGAGGGG CIOGCTGCGG GACGGCGTCC GACGAGATCA 540 

CATCTGAGCG AATGATATCT OXCCGTCCT TGGTOCTTCC TAAGTCAGTT TCTTGGCGAA 600 

CATGCGTTAT GCGCTGAGAA TGGTTGCCAT GTGCTTGATT CATtXGCCAA CAGCTTATAG 660 

CGAATGCCAA ACCCCCACCA TTGTINICCC CTJACACIGCT CNTGAGACAC COXCCCGGA 720 

AANTNAATGC GGTl'lNTTTG TTAAAACCCN TNAAAA 756 
(2) INFORMATION FOR SEQ ID NO: 222. 



(i> SEQUENCE CHARACTERISTICS: 
ss (A) LENGTH: 771 base pairs 

(B) TYPE: nucleic acid 
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(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLEXTULE TYPE: ENA (gencnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1207UP 



(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 222 : 
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GATCTAATGA GCGATAAGTC ACCGGTTATA GAAAGTTOGC CGAATOCTAC 


AAC^GACTCC 


60 


AACTCGCCAC AGGAGATATC TOEATEAGAA AAGAATATCA AGGATGTCAT 


GCGTTCACTA 


120 


AAGGGCGTTG ACA03CACTC ATGTGAACAG ATCATTAACG AAATICTIGT 


GGTIGATTAC 


180 


GATGTTCGAT GGGAAGATAT AGL'IUJTCIT ACAATAGCAA AGAAGIGTIT 


GAAGGAAACA 


240 


GTIGTITACC CATiTflULG OJCAGACCTr 'mcXJLJ^lU ICCLUGAACC 


TATCTCCGGG 


300 


ATGTTGTTAT TIGGACCTOC AGGAACAGGT AAAAGGATGA TnXCAGGGC 


CGT1GCGACT 


360 


GAATCGAATT CAACTTTCTT TTGCATCAGT QCTTCCTCTT TGTIAT03AA 


ATACTTGGGT 


420 


GAGTCGGAAA AACTTGTCAA GGCCTTATIT TACCTAGCCA AA033CTITC 


CCCCTCAATT 


480 


ATATTCATIG ACGAAATCGA CTCTOTACTA AeTACCGTTC AGATAATCAG 


AACGAAICAT 


540 


OCAGAAGATT AGACGAGClC TTGGTCCAAT GTOCTOCCTA ACGAGCGCCA 


CGGCTAGGAA 


600 


CAGAGAGGCG AAGAGGCCAG ACGCGTACTG TCTIGGCCGC AACCACTTAC 


CGTOGGCAAN 


660 


AANSAM3CTG CNATAAACIT TTKZACGQGT CTATNATOCC TIT3CCGGAAT 


ACAACNAAAT 


720 


GT1U1T1GAA AACTTNTGGC CTCCAAAAAG AATTICGAAC mOTCNNCN 


T 


771 


(2) rNFORMATION FOR SEQ ID NO: 223: 






(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 740 base pairs 

(C> STRANDEENESS: single 
(D) TOPOLOGY: linear 






(ii) MOLECULE TYPE: ENA (gencfnic) 






(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1208RP 






(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 223: 






GATCAATTAA TAAATGGT7T AACTAATAAA GTTAATAATA AATCTATTAA 


TTATATAAAA 


60 


CTACCTCATT TTATIGAATC AAATAATATT TICTTAA'IGA ATACTACTAA 


ATCATCATCT 


120 


A7TGAGTITA TATTAAATIC ACCAOCTCTT ATKATTCAT TTAATACICC 


TCTAATTCAA 


180 


TCTTAAAATA TTCTTAATIA TTAAATTATA TAATAAAAGT TAGK33ATAT 


AGTTTAATTG 


240 


GTAAAACATA TGTTTTA03G ACATATATCT TXAGITCAAA ACTGAATATC 


TACATATTAT 


300 
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ATCATTAATA TAATAACTCT TTAATTAGAG TTOjEACCAC AAGAATGCIG AAAQCATTAG 360 

COCTGTGTAC CTTAGCTCTC CTAATTAAAG TTIATAAAAT TATCCTTAAC TAATAAAAAT 420 

AATTAATTAA ATAAATAAAT AATTAATTAA A3TTAAAATC TTTTAAAAAA AGAAATAAAT 480 

AATATCTTTA TATTTAAATA GATTCAAATT TCCAACAATT CCCATTCATT TACTACTACC 540 

ATCACCATGA ACAATTGTTA CATCATTAGT TTATAG'iTiA CTATACTTAG CTTACTAACA 600 

TOG2ATATG3 TATAATANCC CTAATAAACC TTATANANTT TTTACCNAAC TIWGATTAAA 660 

AAAAG3GCGA NCNNCTTTOG M33ACCCCTA COCNTAAAAG GNGTAATGGT TCCCCAA.TTG 720 

GTGGCCGAAA TAANTTGGCC 740 
(2) INFORMATION FOR SEQ 3X> NO: 224: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 782 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS; single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1208UP 



(xd) SEQUENCE DESCRIPTION: SEQ ID NO: 224: 

GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAjflGATA 60 

TATAATCTTA AAATCATAQ3 TAAAAATACA TAAGATAGTTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGTTAA TTGATTCATA AAGAAAAATG GAATTATTTG TQQCATCTTA 180 

ATTTTTATTA TTTAATIGAT TATTATCTAT TTAfiCATAAA ACATTTEAAA ATGTEATAAA 240 

ATAAATAAGA AATTACTTAT /CAATATTTA TTAAATAGTA TiTAALLITAA TTTTAAXATT 300 

AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTGATATATA 360 

ATTTAATTTA TATAAATTAT TTAATTTACT TCCCCTGATA TATATAATTA TTAAATGTrC 420 

CTTTCATAAT ATTTATTTTT ATTAGTCTAG TAATATTTCT ATTTAATAGT CTACCCCTTT 480 

AATTGGATAT TACTACCTAC TAAATATTTA CCCTAATAAT ATATTATTAA GAATACTTAA 540 

TCCTAATAAT TTATTATCCT AflGTTATATA AATTAATTAA TCCTTTTTAT TATTATTTAA 600 

ATTATTATTA ATTftGTAATT ATATTTATTA TTTTATTAAC ATAATlHTiG ATAATATATA 660 

TCCATATAAT GGTATTTATT ATATACCNTN ATGAATTAAT GANAACCCTA TATATGANAT 720 

TAGTTATAGT GACTTAATCC CNATX7TCAAT ATATATAATT ATTATAGAAN ANATACITTT 780 

TC 782 

(2) INFORMATION FOR SEQ ID NO: 225: 

{ i ) SEQUENCE CHARACTERISTICS : 
55 (A) LENGTH: 533 base pairs 
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(B) TYPE: nucleic acid 
(C> STPANDEI*ESS : single 
ID) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IKA (gexroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1209RP 



10 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:225: 
GATCAGCCTA TGTAGCAACT GATC3303CT GGTCCGTGTC AAACGCCGAA AACAOCCCAC 60 
CACATTACGC AGACACTCCC ATATTTTGAC CGACTOGAAC TTTUIGTACA CAAAGCTATT 120 

15 

C^XTTGICA CT33CCACCG TCAGCGGCAT GTIGTTCAGC CGAGTCQCTA GCGCCGCACT 180 
GCTGTIXXCC TGCOCCAGCG ATOGCTCCTT AAGATCCTGC GTTCGCATAT ATTOCGCAAA 240 
C7TCGATAQ3 TCTOSACTGA GCGAATTACC GACMO^ICC AGTAATAACA ACACCCCAGG 300 
GCAGOCCCCC C^XTGTAAT TCACCGTTTT GACCAG^GA AAGTOCAATT GTAAAAGAAT 360 
GTACCAGTAA TTXCAGTAAA ATGTGGAAAA GACCTQ3TCG TTCTGAAGAT ACGAAATCAT 420 
CACCTGAAGA TICTTCAGTC TICTCOGTCC CGAACATCTT GGAAAAATCT OCfOJICXJIC 480 

25 

GCTrCTCTTC CACICGAACC GC?033CTTC CAAQSACACT CCITGCAAIT GAA 533 

(2) DEFORMATION FOR SEQ ID N0:226: 

(i) SEQUENCE CHARACTERISTICS: 
30 (A) LENGTH: 534 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEZNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

35 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1209UP 



to (xi) SEQUENCE DESCRIPTION: SEQ ID MD:226: 

GGM3GATCGT OGAACTTGAT TATTTTCTTC T33TACGACG ACAQL'lUjrC OTCCTTCCGC 60 

TTTAACGCCA CCAGCACCAC GTACTTC7TTC GACCGCAGCC CCACTGTCCC CCTCCCCTCC 120 

"5 TTGATGQCCT CTACOXGTA CTCCACCTGG AACAGTCTCC CAGTCGOGGA AAACCTCACA 180 

GTATCACOCT CGTAGTTATT TCTGAACATC ^CTAACICAC ACJTXCCCAA TTGNICGTOC 240 

ACACCGCCCT CTITACTGGT GCTAGTTAAC TG3ACAGGAG CTGTGTTTGC CACCCGGCCG 300 

SO 033GAAGTAG C TC TG S T A TT GTCATTTGAT ACGGAGATTT GATATTCGTG GAAAG3TATA 360 

TAGATGATTC OJKTCCCQG ATTGATTGGA Q3CTCQTICG CATACT33AG TCOICCGAN3 420 

TCTTCCJJATCT TCTACATAAC CCTTGNAGGN CAG33G2GAG GTTTO^JX GCAGTTGTCG 480 

55 COS^TTACCA TATTAQ3CGA TGT33GGTGA AGAQCEATCT ACTOTICGTG TTAT 534 
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S2) INFORMATION FOR SEQ ID NO: 227: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 547 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1210RP 



15 (XX) SEQUENCE DESCRIPTION: SEQ ID NO: 227: 

GATCTAAATT TATCMCCCA TGSACGGATG CATTTACGCC AGCGTGTCQC CGCAGCACGG 60 

GC003CCAG ACTGCGAGGT GOCAAACAAT TCACATAQCA ACCTGCATTA TAAACATOCC 120 

20 AAGTCATTAA ACTTACTAAA TATTGTTQCG TAACCAAAAG CACCGTGTAT CATCATCTTC 180 

ATAGTCTTAG CTCAAOCTAC TGTCGCACCA COCCITTACT ACGTATTGTA TCTOCCTTTT 240 

ACAATOCTTG CCCACTGCCA GTTTTCCGCA O303CGTTAG CATGAAGTCT TTGCO30CTT 300 

2S CGTACCACGG CTTGACGICT GACTCTACGC GCACCAACGA GGTTAGACGG AGT3C7VXCG 360 

G»COGAGTC ATCCTCGCTC GCGTGTTCOC AGAGACAATT TGAGGTTCCA CGGAGCATCC 420 

ACQCCCATGC AATCCTGCOC GTAAAAGTTT QCACANTTCA TCCCACACTT OC<J33GTTNT 480 

30 TATCACMTCA NCCTGATCTG GTACGNAAAA WTTTTCQ7TN TTIQGTGAGG AAATCAGGTT 540 

CCCAATA 547 
(2) INFORMATION FOR SEQ ID NO:228: 

35 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 600 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

40 (ii) MOLECULE TYPE: DMA (gencmic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1210UP 

45 

(xi) SEQUENCE DESCRIPITON: SEQ ID NO: 228: 
GATCGAGAAG ATGCG303CC GCAACGAG3T OXCAOGCCC C<NACGAGCT 60 

BQ CCTGACGCCG CCQCvVXGCT 7CG03CTG3A GCAC<33GCAG COCTTCCT3G CXXX7IGTCGT 120 

CCCTGTCOCN GAGOCGOCNC 03CCOCTGGC CGK3CCCTGC AACGAGCTTC CCGATGAATA 180 
C~TC<ATCACC AAGACTGACT ICGACCGGCT OXTACOCAC GGCATCOCGG TCGAGGACGT 240 

£5 CCACGAGGAC AGCAAGGACT OGTACTTCCA GTCOCCCTGT GGAGTAGAGG AGGTTAGCCC 300 
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G33CCTAGAG AGCOOCGCGC TOCAGCAGGC CCTGGTCTGC TtXX^CCAAT GCCTCCGCGT 360 
GGCAGCAGCT GGGACTGCCA GCAfXXCOCA GOGATTGAGC TTOCTO3CCN GCGGQCAAGA 420 

5 

CTCCTCACTA TTITQCCCTC CNTOCCCOZT TTXCCTGCCC CACGCGCOCG CQXCTCACG 480 
GGCGGN3NCG GOCGCNAAAC CCCTACCAGA ACCAAANNAA. CMACGOCNCC GOOXCCNTC 540 
GGTGAAGCGA ACCCTTTTOJ NCTOCTGTCT 1XXCNCCCIG AAAGACCTAN TTCTCCTICA $00 

JO 

(2) INFORMATION FOR SEQ ID NO.-229: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 539 base pairs 
'5 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: lineax 

(ii) MDLECULE TYPE: DNA (gencmic) 

2° (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG121LRP 



25 



30 



35 



40 



45 



50 



55 



<xi) SFJ2UENCE DESCRIPTION: SEQ TD NO: 229 : 

GATCTOCTCC AGTAATGGCG TCAGAGCACA CTGGTAGCGG ACCCCTGCCA GGTAGCTCAT 60 

CGGCAAAAAG ATAGCACGCG TATGTAGCCA. CCAGCGAGCC GGGTGATAAG GAAACTGGTA 120 

CGGCAGCAGC CATAGCTCTG GTT332GCTGG GTICACGCCC TCCCACTTGT ATAAATTGAG 180 

CA033AAAGC CACACTTTAC CCCAGTACGG CGAGCCAATA GCAOOCCCCA TGCGCAGCAG 240 

GGTCTTCCGC GCCCGCK3CA TCACGAIGTC TICGCGCTCC ATCOCTAAGA GCCGCAGCAG 300 

AACGTAGTTC AGCGCGGTGC CCATCGACAG TCGACTT3TC CTCCGAATGC AATCCCCACC 360 

CGGCGTCGAC AGGTGTGC03 TGTTCACCAC GTTAGCGGAC TAGCTCCGGC CGCTGAGGCT 420 

CAGGAATACC ACCCCGCCCA CATGCATGGC CACCACATAC CCATATCATN ACATCNGGCC 480 

CCCTT7TTACA ACAGGAAANT GCCCNAACCT CCTCCTGCAG A*J30CCCAAA CCGCCCOOG 539 
(2) INFORMATION FOR SEQ TD NO: 230: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 593 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1211UP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 230: 
GATOTACATC AIGGGAG3CT AGGAAGA3CA AGGCACCGCG TGCATTTOTA GACTACACGC 60 
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TATAATATGC AAAT03CCAA TACX7TTTQCC CCOGATOCAA AGAAGGOCAC TCTCAAGCAT 


120 




AT33TTA1CG AGACGAGCTT CAACCACTTG GCTCTAGGCA TOTCAGCCA GATATTTCCG 


180 


5 


CACTAAACAA CC^TCTAGAAA ATGACTTGAC CTATGAOGTG OCOUUL'IUIA CKATCJTAC 


240 




TATOCTCAGG CCCG3XCTC TICTTGGCGA GCATO3CTCT AAACCCGTAA TAA3CCCTAT 


300 




CA7CCCTGAT ACAOCAAACA TOCTTAOGCG Clt^TACSCT TATAAGAAGA ATGTTATGCG 


360 


10 


CACGCAATTT AATTGGCTIG COQCAGTITA AGAAGTTGGG CCAACACTAA GTCACCD3AA 


420 




CTATOCGCGA AGGCTAOCTA TCATTTACCC TGGAAC7G3A TiUlTiUXT ACTCANTCCC 


480 




CAGCT JTGAAA AT?3CCCO^A ATTGCCGCTCT CAGAANCGCT AT02AACGGA ACTACTCGAC 


540 


15 


CAAA1UTAAT TTCCCCTAXA ATGIGAATTA CACTGTT-JAAT TCAGAANT3A ACN 
(2) INFOKMATICN FOR SEQ ID NO: 231: 


593 


20 


(i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 536 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECWESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 




25 


(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1212RP 




30 


(xi> SEQUENCE DESCRIPTICN: SEQ ID NO:231: 






GAGATCTCCC AGTACGTCTT CAAGCTGGGC TTTGGCGGTC TAGGATAGAG CCGGCGGAAC 


60 
120 




TCAGGACTGG TCGAGACGGG ATGCTGGATC CCGAAGCTCT TCATAAGCAA CAAOCGCGGT 


35 


•OSJJJJJKJr AGICAIUGAA CLUiUX'ltA GUJAATCCTG CGAGTCTCCA CCTGACATCA 


180 




OCATTGCCCA CXjA'TGCACCG A^GOGTTTCT CGAAGGAACA CGCAVCTAG CAAGA*GCCG 


240 




ATCOTGGCCA TGATCCTAGT GAAACCAAAC aaccatctcc AAOGGTCATT ATCGAATAGG 


300 


40 


ATCAAGCCAG CAATAATGGG CGCCCAAAAT 03G3CCCACN TTTAG33CCC CAACATNAAT 


360 




TACGCAATTG CCTTGOCGGG GTTTTTOGGN GGIGTTGATT TCNCTTACCG TACGGGCCCC 


420 




TGAGAAAACG AGAACTCNGA GGAAATOCTG CNCECCTNTT AAAAAAATAC NCCCATCGNG 


480 


45 


C/V337TGAAA GCAr/TTACNC TTGACTATAA ATCAI^XOCC GANAANNTTA MACTCG 
(2) INFORMATION FOR SEQ ID NO:232: 


536 


SO 


(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 586 base pairs 

(B) TYPE: nucleic acic 

{C) strandehtjess : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 


- 


55 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1212UP 

602 
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(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 232: 

5 GATCAXAGT GTCTITrCGGG ACGTCAACGG CTTGACGGTC TTGCGTACCG 60 

OOGCACGCCA TCiAAATGCCT GCACTGCCTG CCGCAGTCCA CAuTTULUCA GQGATOCCAG 120 

ACACGAAAAC ATCCTXTGTTA ATC52AOCTTG GGTCCTTCGG TCGTCACTGT GOGICTCGAT 180 

10 TAAGCCCAGG TTATCAGTAA CATCAAAATT TTACATAACT GCCACGTGAT ATACACGTGA 240 

TAAAGATCTA CACCCATCCC CCCTGATTGT GTAAAAAAGC AACTTTTGAA AAATTTTXZTA 300 

CGGTTCCATC CGATGAGATG AGCTTAGCCT AGTODGAGTC CAATATCAGT GCACTAAGTT 360 

'5 TATCCAGTGA TACntJTTCT CGAGCTTTCA GCAACAGCAT CAGTTTACAA ATCQCAOCAG 420 

CAGTTATCCC TGGAAAGAAA TTTCTACGGTC CGAACTGCCA TGATACJITTG ATACG3CCCT 480 

TACAGACOCC AGCGAAAATC CCACATCTCC NCQJ3GCTTC AAATNNNCTT CCGN33TTCT 540 

20 AAAGCTTAGG GGNATIGCCA TOCANQ33TT TATOAAATTT GAMAAT 586 
(2) INFORMATION FOR SEQ ID NO:233: 



25 



30 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 535 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1213RP 



35 (xi) SEQUENCE DESCRIPTION: SEQ 113 NO: 233 : 

GATCTTTTTT AGAGAGTTCA GTXJTCGCGAC CAACACGGTC GGAGOCCCTT CAGCTACTTC 60 

CAGAAG3TCG TAAAGAGTCT OCACTIAGCCC CAGGGTGCGC TCCTOOTCAT AACAGTCCAT 120 

40 CTGAGGTAGC GTGTTAATAA CCGCTTTCAG CATOCTCGTA GAGGACTTCT TTACTAGGGC 180 

AGAACTTATA AACTTAAATG TCTCGTCTAT GCATTCAGGG GTAGGAAGAG CTGCCAGTGT 240 

CCGAATGTCA TCAGCCGATC TOCTCGTTTT ACTTTGCTCA GAATCXXGCC ATAGTTTAAC 300 

45 TNCNGTTCCC AAATTAACCC GGTITOCCNG GACCCTTTTN AACAAAAAGG AAAAAAAATT 360 

CGGTTTCCCC CCCNCTNCCC ^IN^JtfK2^^CN AAAAATTTTT TT^XXINCGGGN AAAATTTANC 420 

ccccccnctt aagncccatt aaaaaaaaan ^I^3^w^^^^TTT ttttitttnt nso^gcccnn 480 

50 NAAAAANNTN CCGCNNTTTN NAAAAKNGNG NGGNTTNNNC Nr^NNAT^ANNN NANNN 535 

(2) INFORMATION FOR SEQ ID NO: 234: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 603 base pairs 
55 (B) TYPE: nucleic acid 
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15 



20 



25 
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(C) STRANDELT3ESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISE: PAG1213UP 



(xi) SEQUENCE DESCRIPTION: SEQ LDNO:234: 

GATCGCCCAC TTCACGAACT CCftULTUOQC AGGCCGAAAC GTCGTCGCCA OCICCarCTC 60 

GCGCGfiCGCC CCCACGTTXZA CATACACGTA GAAGCGOCCG CCCTCCGCOC CT GCC r u C'lO 120 

CCCCGCGTAC CQCOXCOCA GLUCUIUAGT CAOCCQCTK: ACCTGGTACC CCACCCCCCG 180 

CAACOGCACG TICATCTCCG TTAZCTATCT OCCCfiGClCT CmXGTCGC CQCOCAGCGC 240 

GCCCAG3CAC TCT3CCAGCA CTIOCTCGTC CACCGCCCCC C3D3CCOGCA GGATOCACTG 300 

CAGCAGCAGC CQODGTCTAT CC<ICCCGCGT CGTCTCCGTC ATTGCTCrCC IOCGCOCGCG 360 

ATGCAOGCAA ATCCCCTCTC GAATGCCTTT CGDZTG3LCC GGCTTGCGGT GTCT0333TT 420 

GATTGCCACG AATOCTGAAC CAAACTGACA CATTTTGCCA AAAGAAACGC CAATGTCTCT 480 

OGA?CGAATT TCM33\ T TCTC GTTGAACTAA CCOCCGCGOC CAGTTGGGTG AAOLOGCTGG 540 

TCTICOCACC TATO33GTAG OGTTCAGCCT 1CCIGTGWIT OCACTAfTTOG NAAAQ-CCTG 600 

err 603 

(2) INFORMATION POR SEQ ID N0:235: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 527 base pairs 

(B) TYPE: nucleic acid 
35 (C) STOANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 
40 (A> ORGANISM: PAG1214RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 235: 

4S GATCGTTCAC GTCAOCCAAT TCTGTGTGGT ACCCCACTAC ATTGTAGAGC TTATAGATTA 60 

AAOCTCGAAT GCAATCATTG G3GTAAG0CA CAGCTTCTGT AGTIUIGCCTA TMCAGAACT 120 

TTTCATCTTC AAQ3GTATGT CT1 GAAGGCG GCTTTAAGGA ACCCTTCATC GAAGTACTGG 180 

50 GTCTTTCTAC <XCTCCGCGG G f V3CAGGA r n3 TTAGCCOGAG CTTCTGAATC AAACK7TICC 240 

ACTTCAAACT CTTGTOGTG3 ACCGAACGCA ACTITAGCTG CU-CT1CAQG TTTTGTTTCT 300 

TTACTGCCAG AACTTGTGGG COGTGATGGT AOGAATTTTC TCOCATCTGG GTTAAGTTCC 360 

55 TTCCATA3CN AITGACACTG CACGCCCCAA CATTCNAATT 7CCANANGCC CTACCCCCCC 420 
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iTl'j'lCNOGr TTAAAGGACT TATCNIsCOCT NTCAATTTTT CITNAATNAA 480 
CTCCATTTCT CCCNAACNAA CAATTNAATT CCCCTGTTCC TTCCCNA 527 
5 (2) INFORMATION R» SEQ TD NO:236: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 597 hose pairs 

(B) TYPE: nucleic acid 

(C) STRANEEENESS : single 
70 <D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1214UP 

IS 

(XI ) SEQUENCE DESCRIPTION: SEQ ID NO: 236 : 

GATCAAGACC TGACGXTTC CTAAAATCGC TAAGTTTAGT ACATAAATTG CGGCAAGAAT 60 

TAOCCAAATC AGCTGCK3TG GAGATACGAG GCAAGCTGAG OGGGTGGATG T30CCA.TTCC 120 

ACACCAGTAA CTCTTTGGTG TGI13XTGTC ATOSTACTOC TCTXTACCGC CGTOTTCACG 180 

QOCTIGTCTA Aa333AAGCG ATOCOOOTAA AGCCAAATCA TGTAACACCC AOCGATAAGT 240 

CCACGAGCAG ATGCTGAGAG GCT^ACCAG AACGAGOTCG CATG3GTGAT CCTACAGATG 300 

CCTATOCGTO IGACAGGTCG AAGCAACTGT GTTCTX3CTTC AAGTAATAGC CAAACTTGOC 360 

GCGGTAGAGA ATGjftCACTGC GOTJICTGTG CATATGTK33 CACTATGCAA G2TTACAGAT 420 

TCGCAAQOTG CTCG^ATGTT CTXCCAAATT CGAACAACCA GCCAGCTATT CGTATG3AAT 480 

TAI'ATACAAC TIGGTN3GGG AGGAATTCCG GTGAAAAACG G03CACCAGG N^VVTITTACT 540 

GGAAOGGGAA N2GG2^AATT TCOOCOCCr*: CCOGGOTTTT TGGAAOCGGC CCO/TIG 597 
(2) INFGRMATTON FOR SEQ ID NO: 237: 



20 



25 



30 



35 



<i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 754 base pairs 
(B) TYPE: nucleic acid 
40 (C) STOANEEONESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genonic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1215RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID >JO:237: 

50 GATCAGAGCA AAGTGATTCA AAGCGATTTT GGACGAOQCG TAAGCT3CCA CCQCAGGATG 60 

QCCCATCTGA CTGAGCCCCG AQ^ITACGOC AATGAAAP3G OOCTOCGACT TACGTAGCAG 120 

TGSAAGCGCC TTOCTG33CA CATTCACGAC GCTAAACAGA TTAATCTCGA ATAGGCCTrCT 180 

55 CCATTCCTTG ATGTCCGCCT CCGCGAT32G TTGTTGGTAC GAGACACCCG CCTTCGCTAC 240 
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GACAQCGTCT AXCGCCCAT ACTCCGAGGA CAOCTTATCO ATCACG3CCT GCAC2ACA03 300 

CTOGTCAGTG AC3TCTCCGA CAACATAGTC GAA'lTlL'I'iG CGAIGTCTOG CCTICAGCTC 360 

CTGCAATTTG GTTICCGCCC GTGCAACCCC TACTACAACC ACGTCGGGGO TTG^3CACAA 420 

TCTGTCAACG GTIGCCGCGC CAATtSCCACG CGATGCAeCT GTCACAATTA TAACCTTCAT 480 

•lvnucTTOG TAOimirr tcaatgggcc accaacgctc cogctgttag tttatatatc 540 

CTGITGXAC AGCTCACTAG CACACTACCC T1CACATGTC ACA0CAGTTC 600 

GAGAATGAAT 33CACACTTC CATTTGTAAT CATGATTATC AATACAATAT GTGTTGTAAT 660 

TATTGATTTG TAATATOCAT AATATAGA1G GTTATGATTT GTAATACACT AAATATACGG 720 

TAAATATAAA GTATTTIAAG GAATATTTAT AATT 754 

(2) INFORMATION FOR SEQ ID MO: 238 : 

(i) SEQUENCE CHARACTERISTICS: 
20 (A) LENGTH: 776 base pairs 

{B) TYPE: nucleic acid 
<C) STFANDEDNESS: single 
(D) TOPOLOGY: linear 



15 



25 
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40 



45 



55 



(ii> MOLECULE TYPE: DNA (genomic) 

tvi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1215UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 238: 

GATCCCCCGG OGXXTACGTC ACTGCAGATT G3CGCAAGCC AGGAACAAGA CGGACACTAA 60 

GTCATTCTGT TTATGTAGAT TX33GTGCGCA GCAGCGCACG CGGOGCCOCT GATCTAGCCG 120 

TACOGCACCA AOGGCGGGAC GCATG0333C COGGCGCGCT AAACCACGAC CGTCGIGCCC 180 

GGTGCCAATG GACCGCGCGG TCATCCACCC CGCICAGCCG GAATGTAGAC CAAAAAAAGA 240 

GTCTGGTICC AGCTCTCAAA TTGGGCTQ3T CTCAAGQ3GT CGCGGCCCCG CAATCGCCTA 300 

TATAAACG3A CAGCGGAGAC AGTCCGTGCA CTCTCGAGGA CACOOACACC GATGGTGAGG 360 

GTTATCATTG TGACAGGCGC GTCGCGCGGC ATCGGTGAGG CAACCGTTGA AAAGTTGTGC 420 

ACAODCCCCG ACGTTGTGGT GGTO3GW5TT GCGCG33CGG AAAAGACTTG AAGOTOCTGA 480 

AAGAGAGATA TOGCAGTAAA TTCGACTACG TTT3CTGGAGA CGTOACCGAT GAAAGCGTGG 540 

TCCAG3CGGT GCTCGACAAG GTGTCCTCGG ATTATO3XG GCTAGACGCC ATCATAGCGA 600 

ACG0AGGCGT CTCG33CTIC CAACCCATCG CCGAG3CAGA (0ATCCAGCAG TGGAAGCGCA 660 

CGTTTGAGAT CAATTGTTTA GCGCGGTAAG C0TO3TGAGC AAGGCGCTCC GATGGTAANG 720 

AATCCCAGGG TTACOGTGAN TGTGGTTACC TCNNGANTCA ACNAGGTAGN TANCCG 776 
(2) INFORMATION FOR SEQ ID NO: 239: 
(i) SEQUENCE CHARACTERISTICS : 
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(A) LENGTH: 546 base pairs 

(B) TYPE: nucleic acid 
(C> STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genaric) 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1216RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:239: 

GATCAAGTCT TTTATCACTA CAAATGAGCA GCGCTTAAAT TTCCAGAATC GTTTACAGCT 60 

GGGTACGCTT GCAAOCAAAT TTO3CCTITT TGAGCTAGCG GAGGAACAGT TOGCTCACQC 120 

CAAGOGOCTC ATGCGGCCTA CM^COXXXi OGAGCTTTAC ATGTATTACA AATCTCTCAG 180 

CGCGTTCTAT TCCTTAGOCA AAATGCCGAC CTGCTTAATA GATACTCTGC GTGCCTTEAA 240 

TAACGAGCCG CACTOGTCCC TCCGTAACAC ACTACTGGCT GCGCTCTATC CGAACACATA 300 

TCCACTOXT CCGCCGCAAT AATGCAGAAG AAGAGGTCCA TAGATGAGCT GAACCAGCCA 360 

GOGCCANCAG AATGTACTCC CACTTATGCG AACTCCNANA NTGGAAGGCC CTGCATACAT 420 

'ITCCGGTCCC ACCNACTTCT GCGTTCCTTG GCTTACCACT CTIGTGAACC GAATM3TCXX3 480 

GCATOCCTK5 CCCAAAAACC QCTGGAAATC CATAAATACC TCNTG333GT TANCTQGOCT 540 

CCCCCG 546 
(2) INFORMATION FOR SEQ ID NO: 240 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 593 base pairs 

(B) TYPE: nucleic acid 
35 (C) STRANDEDNESS: single 

(D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1216UP 



55 



(Xi) SEQUENCE DESCRIPTION: SEQ LDNO:240: 

GATCTGTCAA TATATOCTTG 03GTCGATTG GTTTGCCAGT GCTATAGAGA GOGGTCACCG 60 

GCGTACOCAC GOCAACTCTT OGAGTTGTCA GOCCAAGTAG CCTGATCATA TACAGGTGAT 120 

GGATGGCTCC TGTATACCTT COCACACTGC AAGCCCCTGA G1TGCTCAGG TGTTACTGCG 180 

GCAGATGGTC ACATCGCTTC GGAGTATATA GTCTGCGCIT TGAGCCACTT AAAAGGGGCT 240 

CGCCGGCTAG CCOGQCCGCG TGGTCACGTG ATTGCCATCT GCOCCGAACG GAAACGTAAC 300 

AGGOCGTTGT AAOGTGGTGC TCATOCGTCA GCAGGCCGGT CTCCCAATGT ACTTCGCATA 360 

TGTTATTTTA CGTTTATGTT ACCTATCGAG GGTCGCTCAG GGTTATGCCC GCGGIGCTGC 420 
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OTOXfCGG AACCCOCACC CTXAANCCT CCCTAATTGC CGATGGTGAA TTGA^CTCNC 48C 

AAGCTTATAT CTCCT7GCCT GATCCCCCAT NATOCATTX AAC7TTCMXA N&OS^CAACA 54 C 

AACANACNCA AAAAACNAAA TOGTTAAGTA AAATTGATTT GGTCTTCCCN CCT 593 
(2) INFORMATION PGR SEQ ID MO: 2 41 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 592 base pairs 

(B) TYPE: nucleic acid 
tC) STPANDEIKESS : single 
(D) TOPOLOGY, linear 

(li J MOLECULE TYPE: CNA (genaruc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1217UP 



(xi) SEQUENCE EESaaPTTON: SEQ ID NO: 241 : 

GATCTCGTTT CTG030ATTT TTATTCO^TT QGAAGAG^AC CTT3330CTA CACCACIGAA 60 

GGTGTGaOAG TICTGCAGTT C^OOCCTATT GAAGTGCATA TCTGATGATA C^OCGCTCAA 120 

ATGTTCTGAT CCTCAOATCG AATAGAQCGC ATTTTTCTGT ATCGTAGOCG CTG33TTCTC 180 

GCGTGGGATA TCTTIGATGT TO3GflGTQ3T GTTGTGCAIO ATGTACACCA TATTTGATCT 240 

AATCGGTTGA ATACCATGAG GAAGTGGACT CATTTGATTG GCTQGKXX7T C033ATGTGT 300 

TACCATTO3C GT.AGAGGTTA GAAAATTGGT GAGl'J'iUCCA AAGGAAGAGC TOGCTGGC7EA 360 

GCAGAATGAT CGACIGGOGT TCAXJCGCCA IXJTTTCmrOC TTTCGAOTIT AAAAATTWTS 420 

AAGGGGACAA OGACTOCCCT GAATOOTACT AirXCCTTCT AAAACTT33C AATATTG3TC 480 

CCCTGAACAG ATOCNCXXNC CACATCOOCC TATTAAATTT TTTAACAACC ATATTTGTG3 540 

ANAOCTN5AA ^7^TGAACTTG CCNGCNAANN CATTCCOCTN CTTCCOCAGA TO 592 
(2) DEFORMATION FOR SEQ ID NO: 242 : 

(i) SEQUENCE CHAPACTERISTICS : 

(A) LENGTH: 558 base pairs 

(B) TYPE: nocleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1218RP 



(xi) SEQUENCE DESCRIPTION: SEQ IDNO.-242: 

CATCTTTGTG GCOCACGACG ACCACCGGAG TACCGCCCGT GGCTTOGACG TACCACTGAA 60 

AAATSITCTG CATCAATOCC ACCTTGATAA TACCCATOGA CCACTQ3AAG TKTOOGAOC 120 

ACGCAGCAGC GATG3GTGGC ACACGAGCCA CTCCCATCAT AGACGTGATC GCCAAATTTT 180 
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QGAAGTACGA GAAAAGAGAG ATCGAGTTCG AAGCGA1GTG CGCGOCAGTG GTTGAGTGCC 240 

5 CGATCACAGA CACAAACCOG ACACCCACAC CAGCTATvXK G3CGAAJC33 300 

OCACGAATGC ATACTTCGTC TGCACCGflCT TOCOGTOCCG ACAGCACCCG CCCTQCIAACA 360 

CAGGCCCATT G3ATX3CTCCG TACTGGTGTT TCKTITICC GCNAAQ3CCT TTACACCATC 420 

w CCTOCTTCCC agttcccnqg aaaatatacc ccnccttggt atcitdccnt GAAAAATCAC 480 

COCCGAAATT TCOCAGITGA ANCCTCTTTC ATIOXCCCC Q7TOXCTCC COCAGNNCGG 540 
GANATTCACA ACNAATNC 558 
, 5 (2) INFORMATION FOR SEQ ID NO: 243: 

(i) SBQUEM3E CHARACTERISTICS: 

(A) LENGTH: 604 base pairs 

(B) TYPE: nucleic acid 

(C) S1PANDETNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: DNA <gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1218UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 243 : 

GATCCACAGT TTCCGCACTG AACTTACTAT CCCICAGCAA CCCCAGGTCA TCGTCAAQCG 60 

TICTCACATC AQ3CTPCAOC CCGTVGCTCA TAATOCCTQG GACOGATOCC TTGGTAGAGT 120 

AACAACCAAA AAGGCA.TGTT GGATCAGCTC CATAAGCTAG TAAAAAAGAG CAGACGCCCC 180 

CTC^GCCACT AAAGGCAACG ACCCGCCAAT ATATGATAAA TAGAGAATAT AGAATGTTGC 240 

CACTAOXCA AGATGACCTG CATTGAGATC CAGCGACAAA GTTXCAGSAA TTAAGGGATC 300 

TTCAACATTC CTGATCATAT GAGAAGAGCA ATACAGGGTT AAAACGGCGG CGTTTAAAAT 360 

TTCACAGACT CAATCAAATG TTTCACAATA QCTOGTTTGG ACAAGTCCGA GACATCCCCC 420 

TAACTGATCT COCTZCCCCA GCCAAGGATT TTCOOOCATA TACQ3GCCAT ATITTGCCTG 480 

ACGATTCTTT TGCATTTTCTC CCCGAACOVC AAANACCTTA GGGGCACNAA COOCCCCATT 540 

CCCNAm3AA AAAAAAAATA QGTGCTTTGN AINNCCCGNA CCCCCCCCCC CCCCTNTTTC 600 

CCMG 604 
(2) INFORMATION FOR SEQ ID N0:244: 

(i) SEQUENCE OiARACTERISTICS: 

(A) LENGTH: 550 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEENESS : single 
(D) TOPOLOGY: linear 

<ii) MXECULE TYPE: UNA (gencmic) 

(vi) ORIGINAL SOURCE: 
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(A) 0RGANI34: PAG1219RP 



s (xi) SEQUENCE EESCRIPTTCN: SEQ XD N0:244: 

GATCCTGATA TIGTACCGGC ICATAAATAC TTTOGATATC TICGGACAAT CTATCGTACC 60 

Q3ATACCTTT CA3CACAT33 ATCAGTATA.T CATOCTIX7IT CCTAAATCCA GCAACAGTAT 120 

»o tgaggactpc cttcagactg tccgtctgag tatctatctt cataaagatc aaittttcgg ibc 

AjDCTCTTCCT CATCAGCTCT CTGATGAGTG ACGTIGAATT CmTAATAG COCTTCCCAC 240 

TGGTTTGATA ATCTTGATAC AGIX37ICCAT AGTCCTCCCT G^AAGAAAT GAAGTCGGAA 300 

T£ CAAATCAGTT TTO3ZAGCAC TCTCTCACTT TCTGATTCAA CTCCCGTTAG ATATTTCCTC 360 

CCACAAATCT TTACGCOCCT ACAGTTGGTT ICTITIGANA CCTTCACTTC CNTXCNAAGC 420 

CATCAAAATG ANICCATCNC CNOCXXXXA CTTTCTNAAA OTTCCCATTC GCXAATINCN 480 

20 CAC^TTGAATT CCCCCA?C03 GJICTTOXC GCGTICCCCC NAAAAAANAC tt^¥3333GGT 540 

TITAAAAAAN 550 
(2) DEFORMATION FOR SEQ ID MO: 245: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 598 base pairs 

(B) TYPE: nucleic acid 

(C) S'TPANCEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1219UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 245 : 

GATCGCGGCG CIGOOGCCGG CGTCGGAGTG Q33XACCTG GOCCGGCCCT TTK33CCAAA 60 

40 I>OCCAOCGGT Q33PQQC;iTi' CGAGCTGCTT GAOCTTCCGC Q3CATGTCAA AGT30GGCGT 120 

TAGTITCGTC CTCTAGGCGA ACTGTAQCGG CGATOCGACC GTCTCGCCGA O3GTO0GGAG 180 

CACOCCCTCG QOCAGCAGCT 03ZGAGCAAA GAACTTGAAC 02ATTTGACA CCGTTCCCTG 240 

45 TTTGAGCTGC AGCTGCTCCT CATACGTCAG GAACTGATAC TGGCAACCGG AGCACTTCCC 300 

GAACTACTT3 CAGTTGATG^. G3TCGTCGTG «3GCATITCA GCAGAGGTCT GCACCTCCAG 360 

CAGAGACGCT TCGGCGTAGT GCQTTGTGTC TTGTGCACTT Q3ATGGTGAC CACGICGOCC 420 

50 TO3CCACCCC AAATTGGCAC CCAGCACTAC TGTITCCTTG TITOCTATCC TCCCGGGCTG 480 

TCCAACAANA CCCATCCCTC CCCATCCACT TTACNICCAC ACATCACTTT CATCAGCNCC 540 

CGTTGTICTT CTCCTGCATC CCCCCCCGAA THNTTCAGA ATGATTACTC CICCNCN3 598 

55 (2) INFORMATION FOR SEQ ID NO:246: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 747 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) M0D3CULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1220RP 



(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 246: 

CATCGCGCAG TTGTCCOCCT CAGOC«3COG CTITTTGGGC AOGGG0333A GCT7IGTCCAT 60 

CTACCCGTCG GGCfiOSCCCC QGTCQCCCTC GtTGftTCAQC TGCAAGTGCT GCTGTAGCTT 120 

CTCCQ3ZATC AGTCTCACGA TCACATTTAG TAGCGCGGTC CTGTGCGCAT CTGCCTCCTG 180 

GAACATCTCA CCCAGCTGCC TCOGAAGTTC GGAOGGTGTC CCCTOGTGGT CTGTGAGAGT 24C 

TAGTATTCTT GGCOXAGTC GGTCGCACAT TGGCATCACT TACTATTGTC GCK3332ATT 300 

CACCroOCTG GA-KACTGGT GCTCCCGGTG GCGGTAAGGG GCAACAGACA GGCTTTTTIT 360 

ATTITCCTCT ATAATACGCT GCTCTATGTA OXXTTATACTA TACAAGTCTT AACTAAGGTG 420 

AAGTGfiGAAG TCATTATTTA GCTGCGTTTC G3COGGTCAT CO^XCGGCT ACCATATEflG 480 

CATOOCGCTG OCCTIGAOGG CTITGG&CGT GGGGGAATIG Tlt^TGCCCA AOGACCTTAT 540 

GGAGTTCAAC CTCACQGAGA GGTTTCCGAG ATCGAAAATG TCACTTTGGG CAAATTGOGA 600 

CACACCGTAA TACTCGGCAA ACGAGTTCTC GA2AC03CTG AQCTOGTCGT CGACGICGTC 660 

GACATAGGAC AGAAGAGGCT TOGTTCGGGC TGGCGGGCGC GCQOSCGCAA OCGGAW3JGC 720 

CCCCCCANAG CTGC03CCNG GCOSOCC 747 
{2} INP-RMATION FDR SBQ ID NO--247: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 777 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLBUULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1220UP 



(xi) S90U3N2E DESCRIPTION: SEQ ID NO: 247 : 

50 GATCGAGAAT ACTOGTCGCA CCACTTCTTG AAOCGOGGGT ACAGCGCGGG GTCGGTGCGG 60 

TCCAGCGCGG CCTTGTOCGC CGCOTGGAAC ACOCGCGCGT CCTCCTCGTA CAOGTAGCTT 120 

(XCG-rcAGG'r LTJJAGCGGCC GCCGAACCAC CAD3TCTGCG GCTIGCXXGC COCGTCCCAC 180 

55 GTCTCAAAGT AQ33GTAGTT CAOGTGCAOG GTCGGCCXCT GC03GTTCAC GGGGT3CATC 240 
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ACCAGAGAAA TCXCGQ03C GAAGAAGCGC ACGCCGOCCG CCG3CT3CCC GGTCACGGOS 300 

TCCGTGGGGA GGT3CACGTT TTTGTGCTCG GCCCCXZATG3 CACTGACGGC TOC033CGRC 360 

AGCTCGCCGT GGACTACCGA GACGTTAACG C033CCTTTT CGAACGT3GT GCCGTGCTGC 420 

AGCACGCACG ACX7TGOCGCC COCAOCCTCC TIX300CTCCC AGGAGTCGGC CTTGAACTTG 480 

ACCGTGTCGA TCOCCTCGAA CGCQXTCTTA ATCT03CGCT GLTRJLUJ33 CATGMCTCT 540 

TCQVTGCGCT CGCGCATGTG QQ333B3K33 GCQ3ATGCCA TTGCTGCOGC GOCCCAAGAG 600 

QCGAAA3TCAN a^GTCOOCCC 33COXTTAT ATAAAAGCGT OTACGGGTG TTTTCCCCAC 660 

CWCACCANGG GCTGCNAACG TCCGCGCCAA NANANCCA03 GITO333DCA NAACACNTCG 720 

GC03G033CX: NAACGZCGCC M^JZACAATC AOTJCGACAA TCQCCOJCNG GGATTCC 777 

(2) INFORMATION FOR SEQ ID NO:248: 

(i) SEQUENCE CHARACTERISTICS: 
2> 0 (A) LENGTH: 537 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG122LRP 



30 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 248: 

GATCTCTGCT GTTTGGGCTT GCAAGCATCT TCCTCGCTAA CTCGTTC03C GTrTACGTTT 60 

G^GGTICeGG CGACGTATGC TANACCGA03 GCATTQD333 GITGAGQGGA AGAGGTTGAG 120 

35 ATTATGAATG ATATATACTG TTATACCGGC TGCG33K33C TC7TOCCOGTC ATCACGAGGG 180 

ACTTACAAGT TCAAAAGGTC TTCATCGATA TTTACCAACT TGTAATAACG CTCTIGTGAG 240 

TCTGAGTTGG A03SGCCG03 CTOJrCCCCA TACTCCATCA ACGTGTTTAC CATITXQCGT 300 

40 GTATAGCTGA TCAQGTTTTC GAGOGATGAC TOGCTCrCCT CCTTTA03AA CATCAAAATG 360 

GTO3TCTTCC AG&ANCN33A AAACCTATCC 1CTTAG1NNA CAAGGGTTGA GAACACCGCT 420 

AATOCCTTAG GCACTCCACC ATOTTTTTAT CCGTACCCCA TTACCCAAAT TTCCCCCAAG 480 

46 TGCCCTTNAA CTTTGMCGAA COOCCQCNAA AT^CCOG^TT TTAAAACCCN AAAAANG 537 

(2) INPORMATICN FOR SEQ ID NO:249: 

(i) SEQUENCE CHARACTERISTICS: 
so (A) LENGTH: 584 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genanic) 
(vi) ORIGINAL SOURCE : 
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(a) organism: pag1221up 

5 (xi) sequence description: seq id no: 249: 

gatcgpccct atcaaccoct tc<aaoctcc tatqsagogc tatcaccttca ccactato^a 60 

(x£gtc03cc acctag33cc /otittttgt caccaccacc axtoocam acatcatcaa 120 

gapggpgcm: ticttoxca itxctcagsa ooccattgtg tcxaacatcg qccacttcga iso 

catcgagatc gactttcgcct qgctaaaq3c caacco0gtc gan33xtca acattaaocc 240 

acaagtcgac cgctactk3c tttcctcoog cagacacgtc atcctqcttg ccgatqgtta 300 

' 5 gactagtcaa cctaagctot cccactqxc acioticoot tk7icatcic ttcxtctttc 360 

tccaaccagt cttt332aca catcgtctcn ttcaagq30a atnaaaacgc cttcaaanaa 420 

attnntinnt ttcccaaaaa acccozntca aanccgcntt CATrrcTNNc cnaaaatit3j 480 

20 AASGOCOOJC CCATTTCCCC CTAAATTTQG GITTTWriTi' AAAACATTCC CCCCCCCCCA 540 

1TIOCG03IT CCCAAAAGQG TWITIN3333 NCCCTTAAAT NTTA 584 
(2) INFORMATION FOR SEQ ID NO:250: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LETGTH: 535 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
ID) TOPOLCXJY: linear 

30 (ii) MOLECULE TYPE: ENA (genomic) 

(vl) ORIGINAL SOURCE: 

(A) ORGANISM: P7C1222RP 
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(xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 250: 

GATCGAATAA TAAAAGTOOC TAATACTTOG TAATAATATA ATAGAAAQ30 AAATAGAAGA 60 

GAAGTCAAAT GO^AAATACT CAACQ3ZCTA CTAGGTGAGT GITCACTTGC ATGOAATCGT 120 

AGTCACtACAG GnTATCAAA AACOCCAGTC GICTGATGAT ACOCIATCA CGAAGTGCTC 180 

ATCC3CCCTG CATACAATC53 CAOXTCAQC GCAOGATCAA ATOoATAGCA GCQ332CTAC 240 

CCCCCAACQ3 ACTCAGTCGG TOoAGTGOCC CC03KX7IAC TR3AGQ0CGT TGA flLaTlLTl ' 300 

CTAACGTTTG CCACAG?£XT CGCACCQ3TA /OXTTGTCC TTCTCGAftCC CATGCCCGTC 360 

T32ATA033C TCGTTO^CT C033CJTCCAT GATOCTAAAA GT3CCCGTCT GOb'ITlTCAT 420 

GAACCTTTTG ATTCTOjTGG CCGTCCTTTT ATQ7TACTTG AGICCCGITT GAJCCTGGTT 480 

AGTCTTATCG CACCCCATGA COGftCMTTTG AAGCCTTNTC CCCNCCTTGT CCNCN 535 

(2) INFORMATION FOR SEQ ID NO: 251 : 

(i) SEQUEH3E CHARACTERISTICS: 

(A) LQTJIH: 581 base pairs 
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IB) TYPE: nucleic acid 

(C) STRANDEDNESS : Single 

(D) TOPOLOGY: linear 

(ii) M3LEOULE TYPE: DNA (gencnuc) 

(vi) ORIGINAL SOURCE: 

(A) OFGANISM: PAGI222UP 



(Xi) SEQUENCE DESCRIFTICN: SEQ ID NO:251: 

GATCTCOTrC AGACCGTCAC CCACGTTGTC TGCAAGG30C TC032COCT? TANCTGCCTG 60 

CCAOGOCTTG CAGC2CGCTA GCTGCACOCC AAAOCOGQ3C AQCTCCGAGC AGTOCOOCTT 120 

033CAOOXC CACTCCGAGT lULTiUXUIU GATQM3333C ACAGCGAGCG CCATCTCACT 180 

GTAOGTCACG TO330GCCCA ATTG333CAT CA0333CCOG AACOXAOST TCCCGAOGGT 240 

GGTCAGCtX^ GAAAOGATCT TCTTGTGATG CAGGTCCAGC OGCnXTTTCT CCTGTGCAAA 300 

GTWXGTOTC TCGTGftTACT 03XGTACAG CTO303CTCC 0GQ32G0GCT TGTIUCTOAA 360 

TTGCTCCTCC 03CTGCTQCA CCTOCGSCAC CTCTGCGACC GCOCCTCCGG G33CGCCGCG 420 

GCCCCCTGCA TCTCGTCGCC O^AACTCCTG CTGGATG3CG TCAAAATTCC ACNATTTCTC 480 

CCTTXNCN33 AAGOODCCAA mTTTOCCCA ATOANOCCA ATGA?*XATT GNITXJOCCCN 540 

TOTTITJCAAA ACNAATTTTG CC0CCCCO33 AGATTNTCCC A 581 
(2) INFORMATION FOR SEQ ED NO: 252: 

li) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 544 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAGT223RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:252: 

GAT03GTTTT CACCTCAATT COTi'iUiUGT CGCGCAGTTG GTGATOCTGC TGATGCTGAA 60 

GCTGTAATTG CTGTTPC7GC TGAGCAAAOT GCTGCTCCTG TTTCATCC.BG GGAT1CICCG 120 

GAGGAOCTGA GTCCGGTTTG 03CCGTCTCr OCTTGTOOrT CAACAAGTTG TTATATAGCT 180 

aCTICATACC TTG33AGGTC AGGAACTGAC TGACATTCOC - GTCOCCCTGC G33TOOTCTA 240 

QCAAA033AG CATG3TCTCT CTCTCCTGTA GAGTmCTT TG0O300ATC TCAAACTTCC 300 

TAGATTCCAT TATCAGCGCT TCTICCTCAG CAATCTCAGC CGCCGACC1C GAAAGCAGCC 360 

TCCGTCAAAT ACITCTTCCG CT3TATTTCC CTOGTCTTTG GAATACGCTA GGAT3GTAGT 420 

AGC3CTTICC CCQGGTCTTT OXCCIGAAA TTATTTTTG3 CATA0GM33T TAAAAATCTC 480 
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CCOGTAmTC CTCCAACGGT CCTT^ANNCG NCNTAAftNAN AOXJCTICNGT AMTNATACC 540 

NNCC 544 

(2) INFORMATION FOR SEQ ID NO: 253: 

(i) SD2UENCE CHAWCTEKISTICS: 

(A) LENGTH : 608 base pairs 
(B> TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1223UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:253: 

GATCGGGCGC TTCAACATCC ACGTCGACAC GOCGAAGTOG CGCTGGAGCG 03CQCACCGC 60 

TOCCTCCTOG A3CTCIGTGT GTGCCATGGT QCQCTCTGTC TIGAGCTGGC GCACAACXXX: 120 

G3CGGATATG GCCT3GACCC TACTGGCGCC GAGGACATCT GGTAOTGCGG COGCCTOCTC 180 

GGACTTGACC AO^ACAGTGG OGACGCGGAC CTK3JICGTC GGCGCCGTGA ACGCCGTGTT 240 

GACK32AAAG TGGICCGAGG QZGCGATG3T GCC333AGGG AGO^TITTU GTGAGGATGC 300 

GTGTGCQCGG CGCGACGG^G AGCGAGATGA GCTCCCGCTG CAGCTCGOCA TXTTOGATTGC 360 

QoTCAGGTCC TCAATCTOCT CCXJIOGTCAG TTCTGOGTAG TCTCCGGAAA AACfiGGAAAA 420 

ATOGTTOGCG GCATM3TTCA ACATCCTTGG CNCCCTOGGT TAAAAATGOC CGAACTGGNN 480 

GCCGATTTCC CCGAGAACCC ATTTP3TTAT COCCCTTCCT TCTGCNTOCC GATTTTWTG 540 

CAAAANTNAA AACCCCCCCT AAGAAGANNN CGCO34N0CC CCNCG3CGCN TTITITTTTC 600 

OgCCCCCA 608 

(2) INFORMATION FOR SEQ ID NO: 254 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 731 base pairs 
<B) TYPE: nucleic acid 
<C) STRANDEDNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmie) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1224RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 254: 
GATCAGTAAC AACCATAOCA GCCCCACCTA CGAAAQCAIT CGATACATTT TTAATAAATT 60 
CGACACCACG TAGTACTCTT CTTCOGGATT GCTTTACAG3 CT03CTAAAG ATCTCTTCGT 120 
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agctcttcca aagagaaatt tgtgtaactt cagagtcagc agcqgactca aaacagcacc 180 

tcaaccaagc ggttcaccgc ataggttcat tcaaccccaa tagthtigg aatagatcag 240 

g03gaagagt tggaacatgc gt.aggggctc tcogttttac tcgcctaact mjittimct 300 

ctacttttga aagatagtcg tagtcgggaa gctcaacatt gtaagtcaac aagctftgoca 360 

aaactgtagt caagattgag ttoocctcag gcntlgaca ac&2agtagt tattctctca 420 

ciccccaggc migitct ogtatagaaa atccagvki\ agccataaoc wxtcgtigt 480 

cacagtccac cagaagat.ag ganaca'ixzag gttgaagaat tcctcatcta ggttatctgc 540 

tg oltti cct gttctgcttt ggaocaaccc acaacccnaa aacca^ccoj aaatcaaana 600 

coj33itcct tctcttgntcc ocoo^atoa aanaggtttt gaaan33ttn 1ccctcttgc 660 

cgo30caant aaaaaaaagg cco^caggnt ouacmatatt ancanixtcc naaaaaggcc 720 

ttttgntcta a 731 
(2) information for seq 3d no: 255: 



(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 762 base pairs 
<B) TYPE: nucleic acid 
25 (C) STRANDEXNESS : single 

<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA <gencmic) 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1224UP 



(xi) SBCUENCE DESCRIPTION: SEQ ID NO: 2 55: 

36 GAT033GTGC GGCACATGCC TCATCGGGCA GGTGGGGTGG CGGftGGCATA AACCCACCCC 60 

TGCTTGTTGC AGTGAATAGG TATGGGTACA GCCTTGGCGG CCACGAATGT GCCGAGACGT 120 

TICAGCTGCC AGAGCGACCC GACCGCACCG GTGGACTGTT GGCTTGGTTG GACGCTOCAG 180 

40 GGTTACGAOO O33CGCO0TG CGGAGCACAT GATGTCGAGC TGTGCATTGG TCCAGGTOCG 240 

CACTAACCAT GCCAAGGGCA TCCGGCCAAG GCQGATGGGG CTGGACGGCG CCAGGGCGGG 300 

ACGACTATCA CTAAGAAATC ATOOATTAAA ATATAAACTA CATAAAGTAA AGGGO30ACT 360 

45 GAGTOCACTC TCAGCCCACT AGCAGCGAGT AGCCGTAGTT GAACCACTTG CNTGCGATCC 420 

GTGGCACGAA QCGGAAGTAA CCGGAACTCC GATAGTTCAG AACGAAGAAC CGAAAAAGCC 480 

TTAAAATOQC TTCACNXTA GGTCCCCCAA CNGGTCCTCC TCTTTGGAAT TAGQGTGGGC 540 

50 GGAAACCCAA ACTGCCCANT TGTTNICCAA TTCCOCGGNG GCCCCAATTT NAATTPZCAA 600 

ACCNA7CNT1J ATCTCGGCTG NATOCCCCCC NITOOCCCCC TCAATGGCCC CGAACCTTTT 660 

NIGNCCCCCC O0CAAGGGCC CTTGN3NATT TITITCCCNG CCCNCCCGNT TNTCTTAAAA 720 

55 NAAAGCMOCA TTTTTCAATT (XCCNOGAAC NCTTTTTTGT TT 762 
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(2) INFORMATION FOR SEQ ID N3:256: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDEENESS: single 

(D) TOPOLOGY: linear 

<ii) MCOCULE TYPE: tNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1225RP 



(XI) SEQUENCE DESCRIPTION: SEQ ID ND:256: 

GATCCTITTC Tl ' lLTlLTrc OCTCCTCCGA 93ATTO0CTT TTKi^CTTC CCCACTGOOC 60 

CCAACCCACC GCCTATGACA CTAGTACCGG CQGACAGACC AGCGGATAAG CCCTTATTGG 120 

CAAAATOGCC AAGCTTTGTC TCCACCTTQ3 ACIGTACCTA GGAGAAAATT 180 

TGAAGTTCAA GTAAAGAATA CCAOCGTCCT CGCCGTTAOG ACCAGTTAGC TGGACTTCCA 240 

TID33GTTTC ACTGTCTGGC- TCCACCTCAG CTAGWXGAT QGTTGCG3TG CCAATGAGAT 300 

CGICACK7TT TCCGGCATCC CAGTCCATGA CCTIGATOCG CW35TE2CTTG TTAATCCGGT 360 

TATTCAACTG CAC03ATGTG TTCTOSTTCC AAACAGGTTC AAGCGTCTTC TTCTGGGTTC 420 

TTOSTXTTGT ATATTACCTC ATCTGAATTG TGGAGGTTAG AATTTGACAT AAfflTCGGAC 480 

TT3CCGTTCC GGTCAGCAGG TAGW3CCTGA CTGCATTTftG AACCTOCAGT GTTAG3T03C 540 

AGICTKXnA TCAGTTTGCT TGTM3CATCT CJsCVCCCAAA AAOGAACCAC AACOGTTANN 600 

TCCTTTICN3 ACCCAACCTT NTTTACAANN AGJTTTAAAT TACAN1T1CN ATTTOTTTCN 560 

TG3WGAAC CCCNAAGN3T CX3CCTGTTT T2CTGANCNT ^N^OCC^IAAT 710 

(2) INFORMATION FOR SB0 DD MD:257: 

U) SEQUEKJCE CmRACTERISTICS : 

(A) LENGTH: 750 base pairs 
(b) TYPE: nucleic acid 
<C> STRANDErNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1225UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 257: 

GAICCTACIG GAACCACCCA CICAGGAGCA QGTTAAAAAA O^AQCCAAAG TAA^iACAGA 60 

GACAAACGTA AGCATCCCAA ACCAGAOCCC TACTCCAAAG TCTAAGTCQ3 CTICAGCTTC 120 

GTCTTCTAAA GIXXCTACAC CCCTGTCAAA GC^GGAGCCC GAAGCGCCGT CraCCATTTT 180 

TGACGCTCCT ' llTll T ItX-T CCTCCJiCTCC GGTQCCTGOO CACTK33ATA TCTTTTO^AA 240 
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atttaggaaa co^tocagtg actim^acaa ctcctttgtg cocgagtcga atgaagttgc 300 

cgagaagccg tccg3^a03 cx^aad33ca aactactccc gctq3cagca aattaaagcc 360 

ogctccaaag aaaataaaga cxxxtx^zott cgatgaaagc gaatctgatt ttgaccttga 420 

cctcagcgac tcccaocccg ccatcqcccc tagaagtaga gcctcg03ag ctgtcgccaa 480 

aaagccaacc taojtagttg acctticcga tgacagtttt gttgatggag aoxccagag 540 

a ug ' i ' ig agga accgatactg acgaatcctt ccacctctga ctagcactct agctcgcgca 600 

ttgacagtnc nctaccttat ggaggnttcc caaatccntt gaataccccc cgitttitac 660 

taaaaccccc nctttccttt tcacocccca acccccaggg gacgaatact tttttcttta 720 

ctttctatca nggggttcgt 0^3cn2ccnt 750 

(2) informatics for sb? id no: 258: 

(i) sequence characteristics: 
20 (A) LENGTH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEUMESS : single 

(D) TOPOLOGY: linear 
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(ii> MDLBCULE TYPE: EMA (genomic) 

<vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1226RP 



30 (xi) SEQUENCE DESCRIPTION: SEQ ID ND:258: 

GATCGTCCTC GCATGQGAGC ATCAGATGTC ATATCGGCGA AGCCTTTCCA TATGGCGGCT 60 

ACGAACGATA CGAGTTCCQC TCCTGCTTGC GCTGTTOC3QS TCTGTGAGCG TGCTGCTATT 120 

35 GCTGTCGCTG ACGCCACACA TGTGGCCK3G ATCCOCATCT CCGGCAGCAC GGGAGGTCCC 180 

GGCTTCACCA GAGTCACAG3 CCCCG3CTrC ACCAGAGTTA CAOGCCCCGG CTTCAACACA 240 

GCCACAGTCC CCAGCAG33T CTAAGACGCT ACTOCAAGAC TTACTGCTAG ATAGCAAAAA 300 

40 ACCGGAGGGG C<CTCTACGC CACAGATGCA GTGCAAGCGC TACTTTGAGG GCACATATCT 360 

COGGGAGOCT TCCTGGGCAA ATAGCGTGTT GCGCATGGCA GACGACTTTC TTACGGCTAC 420 

GCAATACACA GCGAGGCKJT TCGAGCGGTG GCGCATATTT GCTGATTGTT TCGTTATTCA 480 

GATTTCCGAT TTTCAAATAC NCTATCCAAA CAAAAAAAAC TGCCCAANTT CCATCAQ33A 540 

A^7ITCCCCTT TCNINGGCAA AAAAAAAAAN N3AG3ANATT TTGCCTNTCC CCNGAATTTC 600 

NCCCGGGAAA ATTTTTAAGG NGGNTlTiTJ' GNAAAN330C CCCACCAAAA NANAAAAGGN 660 

GCCTTTTTTG GAAAACGGGC CCTTITCCCC GGNGN3AACA AATTNNTNNN GGGGACGCCC 720 

N3AATTTTC 729 
(2) INFORMATION FOR SEQ ID NO: 259: 
<i) SFCtJENCE CHARACTERISTICS: 
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(A) LENGTH: 742 base pairs 

(B) TYPE: nucleic acid 

(C) SnWCECNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: EMA. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1226UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 259: 

GATOGCTICA AATTTCCAQC OGTTGATATT CAAAGAGTOG TCACGTTCCG AAAGA7GGIG 60 

CTTCTUTKG TCIGTACGTT TGGAGGGOCG GCCTACCGGG GOGTTO3QOG TIGTCICCAC 120 

QZTQ03JKX: TCTOCTATOG G3ACATCCTG GATGTKJTTC TOCAACGCAT TA3CAAATGA 180 

GITTl'lCT AG T3GTACTTAG GAAGTITATA ATTTAGXTC AGTTCTATAC TOCCGCEAAT 240 

ACTITGACCT G3AACAATCA TCGTTATGTG CICACCICTG CCGT3TTCTC TAGOGTATIG 300 

CCGCCGTGCT TCAGCATTTC GTTCTTCCTG GATCGTTGGG TATCGATOCT CCCACTTCTG 360 

TWGCCAGTIG CTATCCAGCT TCICACCCTG CTGATGCGAT TOIGGAOGCG GGGGITICAG 420 

CAG3CGTTAG CAATGAAGTT G3CGTTGOCG GTTCAAAAAA AAANAOCGGN GGGGGCNIGG 480 

TAANCCCGNC CCTTTAAQ3G CQ3CCCCATA TTCTCNAWA OT-IT14AC03C frTJCOOCCATN 540 

AOO^CCCCAA AANATNTTTG AAAAAATTGC CNEACCriTl' lti«33GAGCC CACNZ^TJITA 600 

NATAACCCAT 'iTlTl GAAAN ANSm^NTCT TTTNITTAAC ^rXTrJ33TTC MINAMTATOC 660 

M3333CAAAA TTAAACOJCC CGCGCNAAAT GNAATOWIT TCCOCTGNAA NACAAAAAAT 720 

KTrawnT ^r^3ccN3^GA at 742 

(2) INFORMATION FOR SEQ ID N3:260: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 744 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(va) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1227RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID ND:260: 

CATOGATGAA CAGACTGGAG AAC&CAGAAA QGTGGIGCCC CTCGAACTCG AACGGTTTTT 60 

CCCGCTCGAT TTTGATGAGA TATTACTCCG GGATACGATG CAGAGGAACG CAGCTATGGA 120 

AGAGGAGGAC TACAGGGAGC TG33GAAAAG AGATATTCAG GIGGCGTTCC AGAACACCGG 180 

OST3ACGCTG GATGACAOjC TCCAGTCGTT GCCGGCCATA TCGCTCTTOG G3AGGTATGT 240 
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ACQ33ATATC GACG33A7GT O33A&G0GCT TOC33fl0333 GACAGGCACA TCATOGTGTT 300 

TG03TCGACA AATGACGCCA TTAOCC3CAT OCOCAA3AAG CCCTQOGAGT ATCCACOCAA 360 

CATCGACAflG TTOCAGCA33 CAGGCGLTjTC TGCGW3CGAA AIOCTCGAOC- CCATCCA3X 420 

GAATTCTGAGA OGCTTTGTQC TAAOCCACGT QGTTTCCGAC AlCSCCICr CTAAGGTGGT 480 

TCX3GGAAGAT TGCTCCA3CC GTUTTTGACA AGCGACTICA TCCCAAG«X ATXAGQGGA 540 

TATTCmTG OCOCCA3IAT GOCAAN3CTT TT7KCAGTNIC OTOCAANANN Q3GCQGACCT 500 

7GCCGTTN£G AM3TIAOXC CCQCTCTAAC GGTTTATITr OGTITnTCAOJ <2CCCCTT33I 660 

TCCGAATTTJG AAAACCOTCC rJCCTONCCCN NCCCAATNAN TCNCTTGAAT CCCCHITOC 720 

GAACCNNJCNN TIMXCOCAN CMX 744 

(2) INFCKMATTCfvI FOR SEQ ID NO: 261: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENCTH-- 768 base pairs 
^° (B) TYPE: nucleic acid 

(C) STOANEEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PSG1227UP 
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(xa> SEQUENCE DESCRIPTION: SEQ ID NO:261: 

GATCATTTOC CGGACCAAGA AATATTTTCA CTCCTCGAAG AGCTGCOCAC TAAACTTCGT 60 

GTCTGGTTAG GTTXXGCTCC ^iGCTGATGTG CTAGATATCG AGGTGAGAGG TAAGCTTATT 120 

C^TACTOCA TGAATACTGC ACTTIATK3C GGTCOGAAAA TAGAACATOC TACATCGACG 180 

ACTTTGATGA CTGACCAIGA TGAAGACGAA TCTGAAAGCT CTGATTCG3A ATAGTCCAGG 240 

CAAGTTAATA CCCAATOCTC <JJJl'l'VJ>GCC TCAAGGGAGA TATCGK7TAAC AGCTCTATCT 300 

ATGCTGCCAG GACGTAOG&G TTTTTACTAA ATTTGGCATA CAGTTCATGG TATTTGACAT 360 

AAGCTTAATU TTTOATTCGC AACACAAOOC TTGCCGAIGT GTAAAGTOCG OCX3CGTCTCT 420 

GCATTCAAGA CAOCATACAT GAACTTTOAG TTTTATACGC OGATCATGTT GATTTCTAAT 480 

AGOC3CTAGTC CATGXCCCT AOCTATAATA TACTACCATC CA3CCCNCCG AAOCGNA^CN 540 

ISNAT1T1T1A TTTTAATNAA ATTTTGGGGG NATNCCACAC ^M^CCCTANC NN3^TTTCC 600 

AATCTTTATT TAANTOAAAA ANCAGTTIGA AGGGTATTCC NNCNCOCCT*: CCCACCTJ3JT 660 

TCAAAACCAA AO^ANACCGT CAAGCt^GTN >7rOCCCOCA AGGAOCCOC CCCOOCTICN 720 

AAAAACG3TN NCCTTTNCCN CCCTTGCNCA A^TIOCOCC CGCTQZCC 768 

(2) INFORMATION FOR SEQ ID NO: 262: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEU5TH: 736 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANCEDNESS: single 

(D) TOPOLOGY: linear 

<ii> MOLECULE TYPE: LTJA (gencrnic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1228HP 



(xi> secuence description: seq id no: 262: 

gatccattgg qcccaaogat gctaatgaag ticttgcctc caaaacccac attctocaca €0 

cccttgtacg acttgaagtt cttcacctct aagccaatca gcciccccat ctttttgaga 120 

cactgaagct cagtctaact gctctcgatg ttgttagtgc gctgttaata tgtccaaaca 180 

aacgcgatca tggttgtgaa gaactco30g ttcgcataca gcgtcagcac gtaocccagc 240 

ggccccgcgg ccccgaagat cactcagatc ggcaggaaca gcoscgtcca c&acagcacc 300 

agaaatacca aaatcgccgc aaacgttatg atgtacagga tcaccagagt caccgcxtga 360 

acccagatct gcccgtggcc catccogacc accatcgact gcctgaatta gtatattccg 420 

toocacctgc tctttcatac ataccacccc agggcacacc aggcggtaac aaccccaaag 480 

ggagogcatg caaaatatcc ac^tjiccgca togcatctcc cnwtmm 540 

ggogtcoooc naaatttggg ccnaaanccc ttaaaaggnc cctgtgnccn caannactic 600 

naatttcccg nn^m33cccc cccccccctc caacgggatt o^aaacaggn gogngtsjogga 660 

aaaaccoex; aggggntttt ttiisgccgct ticcgaaana anccnocccc gctjgggaaaa 720 

aaatattnt tttinggg 738 

(2) information for sfq id no:263: 

(i) sequence characteristics: 

(A) 748 base pairs 

<B) TYPE: nucleic acid 
<C) STRANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1228UP 



(xi) SEOUENCE DESCRIPTION: SEQ ID NO: 263: 

GATCATGCCA TTCTTACGCT TIGCCCACAT GGACGCCCAA ATGAATTTCT GTGTATGCGA 60 

SO GGATGCTGAC GATGCAGCTG AAGCAGGAGA CGACAGCGAT GTOACGCCTG GTTOIATCAC 120 

OCCTACTATT TCACCTGTGA ATACTTGTTC T1LUOLV1CT GTAGACATAA TCTTGTTAAG 180 

GACAAAGCTC CTGCTGTCGG TGTCTA3CAG GTCAAGTAAA GTAAGCGCCT TAAATGOCAA 240 

55 TTTGGAGATA CCGAAGATTA AGCATGCCAA ATCGTTAGCC GCCCTAAACT GCCATGOGTG 300 
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ATOCTG33AA CAQGTAAATA TGGOCTGAG3 TGCTGTGTAC TTACCTGAIA TAAAAGTATG 360 

CAGTATGCGG GGCQCTTCGT ACGTTCTGCT GIACTCTATC GGATCCTGGA IAGATGTTAG 420 

5 TTCATCGGTA AATQGTIGGA GATAATTTTC GTCCTGCGAG GCCTGTATAG TAGTTTCCIG 480 

TGTTTGAATA TTCATGAAAT GGTTGOXTA GCTTTCAGCA QCTQCTTCTT TAGTTCTTGC 540 

TCATACTGAC TTCTTCGCAG ATCTACNCCA CCGCNTTQ33 GCTGACCCCA GCACACTTAT 600 

70 GATTTITANA AGGAATCOCC GTAATCCAAN GCQCTTTOTT ACCCNGTCCC AATNGTTNCA 660 

TCAAAANGTC ANNCCCK2>IA TTTCOJCTTT TCTCTCCAAA ACKCCCACNT TAATTGAANA 720 

N3vXXNITTC; ACCGCGAGftG GTGGCGNC 748 
(2) INFORMATICN FOR SEQ ID NO:264: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 653 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
2S (A) ORGANISM: PAG1229RP 

(xi) SEQUENCE DESCRIPTION: SEQ U)NO:264: 

30 GATOGTAACA ACAAQGCTAC TCTACTOCTT ACAATACCCT GTTCTACATC TAAGTCGTGT 60 

ACAAATGATT TACTCTCGCG CAGTATGACA TTGCAATCCG OOOQCACGCG CCC2GACCIT 120 

TCCGTX7TGAA CACCAGTTGC CG3DCTGCTA IXJ3TICAOCG ATOCTAAAAG CACCTTATTC 180 

35 GTATCCATCT ATAATCTGCG AGAAAAAGAA TCATCGCGTT CTAGCATGGA TTCTGACTTA 240 

GAG3CGTTCA GCCATAATCC AQCGGATGGT AOCTTCGCGG CAATOCCCGG T033ACAGCC 300 

GCAAAAACCA ATTATCCGAA TGAACIGTTC <CTCICGTACT AAGTTCAATT ACTATTGCGA 360 

40 TAACATTCAT CAGTAG3CTA AAACTAACCT GTCTCACGAC Gb'il'lAAACC CAGCTCACGT 420 

TCCCTATTAG TQ3GTGAACA ATCCAACGCT TACCGAATTC TGCTTCGGTA TGATAGAAGA 480 

OCOGACATCG AAGAATCAAA AAGCAATGTT CGCIATGAAC GCTTCACTOZ Q^CAAGCCAG 540 

45 TTATCCCTGT QGTACTTTCT GCACCICTAG CCTCCACTOC CGAGAACTAA GATTCGATAG 600 

CACACTTTCA TGTTTGTATC ACACTGAATC AATCAGGACT TTACCTTGTC TAC 653 
(2) INFORMATION FOR SEQ ID NO:265: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 528 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELT3ESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LIMA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1229UP 



(xi) SEQUENCE INSCRIPTION; SEQ ED NO: 2 65 : 

GATCAGATAI CGTCGTAGTC TIGGOCATAA ACTATGCCGA CTAGGGATOG GGKXJK7TTT 60 

w TCTTATGACC CACTCGGCAC CTTACGAGAA ATCAAAGTCT TTQGGTTCTG GSGGGAGTAT 120 

GGTO3CAAGG CTGAAACTTA AAGGAATTGA CGGAAGGGCA CCACCAGGAG TGGAGCCTGC 180 

GGCTTAATTT GACTCAACAC GGGGGAAACT CACCAGGTOC AGACACAATA AGGATTGACA 240 

,5 GATTGAGAGC IXITTTCTTGA TITIGTGGGT QGTOGIGCAT G3CCGTTCTT AGTTGGTGGA 300 

GIGA1TIGTC TOCTFAATTG CGATAACGAA CGAGACCITA ACCTACTAAA TAGTGCTOCT 360 

AGCATTTGCT GOTTOCGCAC TICTTAGAGG GACTATCGGT TICAAGOCGA IGGAAGTTTG 420 

20 A030AATAAC AGGTCTGTGA TGCCCTTAGA CGTICTGGGC CGCACGCGCG CTACACIGAC 480 

GGAGCCAGCG AGITATACCT TGGCCGAGAG TCTGGTATCT GIGAACTC 528 

(2) INFORMATION FOR SEQ ID NO:266: 

25 (i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 756 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDFH>IESS: single 

(D) TOPOLOGY: linear 

30 (ii) W3LECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1230RP 

35 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 266: 

GATCCCGGTA QGOGTCTGGC GGCATAATGT CTGCCGTATA GGTOGACTCT G3CTGTATTG 60 

40 TCCGCAGGGG AATGGCATGC TrCTTGTAGA AATACAACCG ATCATAGGGC GAGCTCATAT 120 

CCACCGTACG T33CTGGGAC ACGTACTTTT TGACTGAGCC AICATTCGCG CIGTTCATTG 180 

CGACTCTAAT CTGATTCAGA AOCCTGACCT CTAGTGCTAT AGCGCAGGGC GTACCTGTCT 240 

4S GATGATGCOC TTTTCAATGC TCGAGCGTGC GCAGTGTTAC ATCGATOGTC GCCGACGATG 300 

TTTAAGCAGG ATGCIGAGCT AATATGTATC GGIATAGGCT ATTGGCAGTA GAOCTGGGTA 360 

TATACGCCTA GATATGGACA AGATGCTGCG CCTAGACATC OVGAACTTAA CX2AOGCTCGG 420 

SO GTTAAAGCCA OCCAGATAAC A7TTGAACAT TAGAACAATT ACCACCGCGA ATGGAGGGGA 480 

ACCCAGTCGA AACCCCACGG CATCCAATAG TITCCCCCAA CNGCGAAANG GCAGAATGCA 540 

CCGCCCAATG CTGOCCCAAC GCCCACGGCC ACCCTGACCC CATTGACCTN GAAGCCCTGG 600 

SS GGCNAAACTG CATTTTACCC OCCCCCATTN QGAAAAANTC AOCGAATAAA ANNDCCCCCN 660 
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AAAAANAAAN QGCCNCCCCC AATTACiVlT CCCC^JAACCC 720 

AAAANNANTG GG33333GTT TOCGNNtfTTT AAAAGG 756 

(2) INFCKMATJCN FOR SEQ ED NO: 267: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LEM7IH: 784 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (gencmic) 

(vi) ORIGIIJAL SOURCE : 

(A) ORGANISM: PAG1220UP 



(xi ) SEQUENCE DESCRIPTICN: SEQ ID IX): 267: 

GATCTCCCGC TCCACTTOGT TO33CT03CG CAT3TCAAAG GTTAGTAAAA GCCCCGAATC 60 

GTGTACTGAC GCGAACTTGT TOSftTLTiUJ G3AACA/CAC AAGGACGEAT CXXXGCCCAA 120 

GGACGCGAAA TCATA33TCG GCA3CCACTT IT^ATCACGS ACDGAATCTG ACCCTCAATT 180 

GAAATTCAGG TCGCTGCGGT TCACUTTGTA PCfiCVOCGPC OXAAGTCCC ACACCTTGAT 240 

(XAGXUrOC TC<XX^CCCC TGATAAGGAG ATOC3TCT30 CCCATGTTGA AGTOCACGCT 300 

GTTGATGGAA a^OGACTOCT CCGACAG33T OCGTGATCPG O30CGAATCC TTTGCCGACG 360 

COCOGTIUAT ATCGTAGAIG GAAACCGAOG TCGACGTCCC GCATATG3CG ATC7EAATTCT 420 

TGTOGrTGGTG CAACCCCGCC CTTCAD3TCC CGAAATCCGT GCTAATCTTG C3ZCATGTTC 480 

CXO303DCAT QCTGCTCGAA CAACTTCGTC CCCCCCCGCC AAGGNTODCC NjTKTTTClTr 540 

GTTATTCCGT CCACCCTGCT GCTCOCTGTA OXTCCGTCN AACTTOTTCA GCCCAAATGG 600 

TT7TICCCCCN OCXXCNCAAC CATGCCCCCT ANCirCTTTG ATITlTnCC AACCCTCCCA 660 

CCCCOXITVG OCT03W3333 G3QTACCCCC CCCAAAACCC CNOCOCOXC GAATTNTCCC 720 

AOOCCCNCCC GAATTTGGTT TNCCTIWGGG NOCCCCNNGG GNCCNNAAAA OCICCCCTAA 780 

AGNA 784 
(2) INTCRMATICN PGR SEQ ID N0-.268: 

45 fi) SEQUENCE CHAf*ACT£RlSTICS : 

(A) LENGTH: 751 base pairs 

(B) TYPE: nucleic acid 

(C) 3TRANDEDNESS: single 

(D) TOPOLOGY: linear 

so (li) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1231RP 
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GATCATCTGC GTGAAG33CG ACAGAAOXT ACATrQGAAT TGATGCATTA 60 

AOX^AACAC ATQ33TCATT TTXTCAAACT C^ACAGAAAG OGGACGAAQT TOZQ^CACA 120 

orra^nxAA atctttaocc gagttctgaa aattcaaagt cogtagttct cctatgttga 180 

ATAAACTATC rKHCACTCG CCGGATGCAA AGTATCAAGG AATAOXGAC 240 

AATCGGTAAT GATTO3CTCG AGCTTACGCA GAT7VTTQ3CG CACTTCTGAT ATCCGTGGGT 300 

'XTTCGATOC ATGATQGACA TGAATAAAAG GAAGAAGCTT CGAAAGAGGT ACACGGCCCG 360 

GGTAGCCGTG TGATGAGAGC TGTTAGTXG OCTTCAACAT CAGCAAGTTT CTCTATAG33 420 

gacgcag3Gt cgtcaacaic atttattaga cactcccagc ATTTGTTCTT GAAAAAAAGT 480 

NGTDGCATCNA CAATNGCNCC CCOXCITTT GAAANGCCGG AGAAAATrTC CCTNNAANAC 540 

NAATNTCTNG GTO1AMQC TTNNAAANCC CCTTNAATTA AACCCTTf-NN GCCNCAAAAA 600 

AATirmTAA AN^CTTTTNA ACNDXCGGG AAACANAAAC OCCCCCCCCA AAAAAAAACA 660 

NUTlTi NTCC MIOZCCCCCC CCCCCGANOT TTTCAAAACC TTTNNAAAAT CCCCCCCCCC 720 

CNAAAAANCC CM2JAATTTT TTTTTTAANC C 751 
(2) rNPORMATlCXJ FOR SEQ ID NO: 269: 

(i) SEQUENCE CHARACTERJ^nCS : 

(A) LENGTH: 762 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDED-JESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE : 

<A) ORGANISM: PAG1231UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 269: 

GATCGTCAGC GTGCATCGAC TTGSCATTGC AAAGGGATGT GATCCCTGAG GGGAGGCTTG 60 

CAGCAGGCGC GCTCCTTGTT TCACATCATA GGCTGTCGAG GCOGGACTGA TTCAGCTCTC 120 

AAGGCGAGCA CCCTCCCAAC G2CCAATAGG G03XCCTCC TGGGCTGTGC ACOGGAATAC 180 

CTCAGACACT GCGTTAAGAT ATATGTATTT AAGAGGGCAC CAGCTGGCTA TCAAT7QCCC 240 

TCTCTGCTCT TGTTCCAACA CCAGGCAAGT ATCATGATGT CTGCTGCAGG AAAAATGTTC 300 

AAGAACAACG GCCAGAAGGA TGAGCGGAAG AATGCGGGCC AGAGAGAGGA G33CCAGTAC 360 

AGGGTCGGCG ATGAGCAGGG CTTG03ZCGC CAACAGCAGG CTGACTTGGG CGCCCCAGTA 420 

CCTGCAOXC CCACGCTCGC AGCAGTTCGA CGACACTTGG riXTTCCCNA CATTTO330C 480 

CCCCACCAAT TQGGNCCCCA GCAAAATNGG CCCCNCNNCT TTHKITTINS GGGCGAATG3 540 

GCO^AACCT ATCCCCAANT TGNGD3CAAC ICCCCCCCCA OWJGAGAAC NZATTTTTOC 600 

ATTG3AAAAC r-OOTTTNNN TTTGNNAACG CX3?CCCCCNA AAAOCCAN33 GACTCMTNTT 660 
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TTTNGAAAAC (3JCCCCCTIT NTGTCNCNJJN ANAAATTTTT CTANAATTTG COO^TKr 720 
TCCCTTGGGG CCATTOCNTT TITAOCCTIT TAAOCCCCCC CC 762 
(2) INFORMATION FOR SEQ ID NO: 270: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 746 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencraic) 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1232RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 270: 

GATCITATTA ATGAATTTTT COCCACGAAG CTTGTCGAAT TTTGATTCTA TGCTTTGCAA 60 

GCACTCAACT TGG3CTGTGG TCATGCGAAA CTAACACGCC GCGAAACAGA TACTCCCCAA 120 

GCGTTAGCAC TCGCTCTITG CGGTGCTACA AACAW2TGTC GAGCATTAGC GTGTGACTTA 180 

TTTAGGGTTG GAATATACAA A2GTAAGGCG TACATGCCGA TATCTCTCTT GTGTTQCTCT 240 

CTCTTACCTA CATCTAGATG TATTCAGGGA ACITCCCCGC GAGATTCACG QOC^AGGCCG 300 

TCCAGCCCGT AAAGTGCTGC ACCCGTTGAC CITTCCATCG '1'HJl UJ i' m i' ATTGTTCGGT 360 

AACAAAAACC ACUTTTCCCC AAATvfTCNAAT AATTGNTTCA ACAQGTTGTT OCCCCCATK3 420 

AAAGGGATAN NCGTTTAAAC C033-JCNAAA CAANNAANGG GMOTTTTTT TTGGGCANAA 480 

ACCCOCCCCC NAATTNAACC GCGTGGGGCC CTNCNCAAAA TTNITTTTTT OCCCCCNTGG 540 

QGNCCCCNCC NAANAACCCC CGNNGTTNNA ATATATCCCN CTTTINCCAG AflGXZMTTCC 600 

CCCNNAACCC GNGGN2ATNT TTTTCTGNTT TAAAAANNCC CCCCCCCCCC CCM3GGAGGG 660 

NTmCCNCNC COCANCATTT 1SNSCCNAGGN GftGTITTTTT TOCCTCCOGG QGGAAAAAAC 720 

ANTCTIMJIT TTfWINCCNA AAAAAA 746 
(2) INFORMATION FOR SEQ ID NO: 271: 

45 (i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 777 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINE5S: single 

(D) TOPOLOGY: linear 

SO (ii) MOLECULE TYPE: DMA (gencnuc) 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1232UP 



20 



25 



30 



35 



40 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 271: 



626 
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to 



15 



20 



25 



30 



35 



40 



45 



SO 



55 



CATCAGTTTG CCOTAATTGA TACAAAAQGC AACT33TOCG 1033CGACGT TGCGftGGMJT 60 

AAAAAGAAGT CCCQSCSKTV QG3CTTCTTA PCOANJVTYA CrXXTV-CTAT TITTGAOOCA 120 

GAQ3AGTACT CCAATIOCAA TATGATACAA TT33TCACATA TraraCAAG AI'IULTHTPG 180 

ATGAATAQ7T CAACITTCAT GGAAATTGAC TITGTAGACG GGAAATTGTC 240 

CAACCAAAGA CXTTOGTCTAA CTTGCOOGAT TTTAAACGCC TITCOGA.TCA GAGCAGTCTC 300 

CTACTCACCT C£AAAGAGAT TATATTCCTA GACCACAAGC AGCACOGAAC AAAGAQG3CG 360 

CTATCCTG3A AACACAATTG GGATAGCAAA GATTCATCTC TAAAGCTTQC TATACACAlT 420 

1CTO3CACCC ATATCAAACA ATATTTACAT QCATTCCTAT TTOZACCATG ACTCOCTQCA 480 

G7GCTTATCT GTTXTTCTTC OCGGTCCGAA AACACTTTCC ATITTTCCAG CCATOZOXC 540 

OCKNITCTT 'lTi'JWCCATT TACACNXNG MTHACOGA MTTACCTCC CCCNK31NCC 600 

NAGAAACCGA GITINANAGA ACCACACCOC CTTTCATTIC CCTANNTG"IG CCCQCOCCCC 660 

CCAG33CGAG ACmTT333N COCCCNTTTT NiaJACCAlK TTNCCCCNCC COOIAQ33T 720 

imXACCNT AAAANJXCIU AAACCCCTTT TOXCXXXAC ATTTTNQJIN O30CATN 777 
(2) INFX^fMATICN FOR SEQ ID NO: 272: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENSItt: 734 base pairs 

(B) TYPE: nucleic acid 

(C) STOANEEENESS: single 

(D) TOPOLCGY: linear 

(ii) MOLECULE TYPE: INA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1233RP 

(xi ) SEQUENCE DESCRIPTION: SEQ ID NO: 272: 

GATCACAG7G C7T7TGOGCAT TCCTGCTCGT CGTCCTCTTG TXTtXCICAA CCGCCGAAGT 60 

AGACAACCTG CCAGCAAGCA CTGATKJJIA CAGGflGCTTT TItJITCACGT TCITAftSCAG 120 

GTTCCCCGTC GAGTCCQCGT TGTTCAAAAC AGCCCCCGX TCCACGCTCG AGOCGACTC 180 

CCCCCCCOGC GACGACGCCG TQ3AATACAC CTCTGATCCC Q37T033CAT CCCTCGCICT 240 

CGCAGTCCCC CCGGAAGCAA AAAATICCTC CACQ3A.TC7IA TICCCGTOST TGCCCAGCTC 300 

CGCACCOCGC (JTACCCGCAG CGCTGTTCAC ATT33AOGTG ATATTCTCCA ICAGCAGCTC 360 

CCAQCIGATG (XCCCTCQOG OXXTCTCTr GCTCGCATCT CTAACGTCGT CAGACCCCGA 420 

CjmTGTTCT GTCGTCCACG AACGAGACGT 1CAACCATCT GACGACGCAG GOXG'mUJ 480 

CX7ITCACCAC CNWTTTCGG CCTTTCTOCT GGAAOJCCM CCC0333AAT TICQCAACCT 540 

NTGATTCCCN AANTGCXXX3G COIXNTCCC AAATTANAAT COXAATIGN <3^TTCAAA'IN 600 

aOJAAAlWi AACOCCNTTT TCXXXTTfl/IN CNMUXQC QDCCNAANGA GCOO^GGCG 660 
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GNTTAAAItfJC CCCNACCCCC AAAhMTATAC UJiriTlTlG NMTCCNXCC CCN^CCCINT 


720 




ttititnccc nicn 


734 


5 


(2) INFORMATION EOR SEQ ID NO: 273: 




10 


(i) SBCUENCE CHAR=£TERISTICS : 

(A) LENGTH: 761 base pairs 

(B) TYPE: nucleic acid 
tC) STRANDEXKESS: single 
(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 




IS 


<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1233UP 




20 


(Xi) SEQUENCE INSCRIPTION: SEQ ID ND:273: 
GATCCAGCTT CCATATAAGC TCGTOITTGC GGTOGCGACC TOTACAGAAG TQ3TGATATA 


60 




TGATACTGTT AOCACGAAAC CCATTGCAGT GGTGGGAAAT TTGCATTACA CCCCGCTAAC 
GGAOCTCM3C TOGTCTGACA G03GCCACCT ACITXJTOGTG TCATCAACAG AeOCTTTCTG 


120 
180 


25 


CTCCTATATC TCAATGGAGG ACAGCCTAIT TGGCGAGCCA TACAGTTCCG A33CACAGCG 


240 




CACQGATTCT CTGATADCTT CGACTOCAAA AAGCAACATC TTCAGGAACA COCTGCGGTC 


300 


\ 30 


CAACCCGGTC AACGTAAAGC GGAAGZACTC TGTA33CGGC CACAAOGACT CACCCATAAA 
GCGCGCTGCC AAAAAATGTC ULUJL"1TH_U OLTGTUGTUG TCGATGAGGG ATCTGOGCCG 
GCACACAACC GCCTAOGCT AGCAAAGATC TCAM3CCTCC GAAGGCGCAT CCAACCCGTC 


360 
420 
480 




CTTGTTTAAT GACAACAACG G33GCACCTA GTATCCCCNC ACGCCATCCT ANAAGTTTNG 


540 


35 


ATICCNNTAT ACTNAAATAC AAACCCGANA ANCNNrTTTC TTCTINACAA ACTTTTTTTT 


600 




GACCTGCATC ACACTATCCC GOvCNOGTCA TTCTTOCCGA ATGCCCCCTT CCCCTTANAA 


660 


40 


O-rxOVEACN TAA^OLTTOC aorrCCATA TITACICATG AATCNHN3CG AANIO\JCTGC 
GGATCNNCCA NCT I'l TGOGT A6TNT1UJCC 'l'l'i'l'IGU'ICC C 
(2) INFORMATION FOR SEQ ID NO:274: 


720 
761 


45 


(i) SEQUENCE CHARACTERISTICS: 

(A5 LENGTH: 728 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: sirxgle 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA {genomic) 




SO 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1234RP 

(>ci) SEQUENCE DESCRIPTION; SEQ IDNO:274: 




ss 


GATCACAOTG CTOTO33CAT TTJCT3CTCGT CGTCCTCTTG TO3GCCTCAA GCQCCGAACT 

628 


60 
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AGACAAGCTG OCAOCAAOOA CTOATTCCTA CAGSAGCTTT TIGTICACGT TCTIftAOCfiG 120 

GTTCG33GTC GAGTOC3CGT TtTTTCAAAAC AGCQCCCGGC TOCACGCTCG AGCTCGACTC 180 

CGOCQCCGQC GAOGACGCCG TOGAATACAC CTCTCATCOC 033TCGGCAT CCCT03CTOT 240 

OTCAGTCOCC CC3GAAGCAA AAAATTCCTC CACGGATGEA TIGCOGTGGT T3CCCAGCTG 300 

COCA03303C GTACCCGCAG CGCTGTH3AC ATT3GAOTJIG AIATICTOCA TOAGCAOTIG 360 

CGAGCXATC CCCDCTCQ3G GOOCTCICTT OCTOQCATCC T3TAAOGTO3 TCAGAC033A 420 

gthtigtic toicggtocc acgaacggag accttccaaoc atutgtacaa CAAOJCGrrr 480 

TTO3CCTTCA CACCCATTTC CTCTTTTCTC G*I*GAAC3CC AAOOCCGGAT TTCMZAACNG 540 

GMATntXNT AmXCOQCC COCCMZCNNA AATANAACCC CAATGTN3NN TGAAAN33NA 600 

NAAAANAACC CCCTmXXC CCTTTTCAAA CtCCGGCCCN AAAGGOCNOT GNGTT3NWTAA 660 

ANcaxcccr cccaatttaa toxtttitaa tioxccacc cco^aoxtt tinitii^tk: 720 

CCINNNCN 728 

(2) INFORMATION FOR SEQ ID NO: 275: 

(i) SEQUENCE CHARACIT-KLSTICS : 
25 (A) LENGTH: 782 base pairs 

(B) type.- nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



75 



20 



30 



(ii) MOLECULE TYPE: ENA (genctnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1234UP 



35 (xi) SEQUENCE DESCRIPTION: SEQ ID HO: 275: 

GATCCAGCTT CXZATATAAGC TOOIGTTTOC OCICGCX^X TCTACAGAAG TOGTGATATA 60 

TGATACTGIT ACCAGGAAAC CCATIGCAGT GGIG33AAAT TIGCATIACA CCCCGCTAAC 120 

4 ° GGACCTOAGC TO3TCTGACA COG3ZCACCT ACTOGTCGTG TOATCAACAG AGGGTnCIG 180 

CICCTATATC TCAATGGAGG ACAGCCTATT TGOGGAGCCA TACAGTTGGG AGGCACAGOG 240 

GACGGATTCT CTCATACCTT CGPCTCCAAA AAOCAACATC TTOAGGAACA CCCTO033TC 300 

45 CAMXXXXJTC AACGTAAAGC GGAAG2ACTC TGTAGGCGGC CACAACGACT CACCCATAAA 360 

GCGCGCTGCC AAAAAGTOTC GOCGCTTTOC OCTCTOGTCG TCAANAAGGN ATTTO33CCC 420 

OGACCACNAA CGCCTACTCC TTANCAAAAA ATTITTOAAA NCCOXAAAG GG3GTCCCAA 480 

50 CCCtJCGCTT GITTTTTTGA AAAAAAAANG GOGGNCCIGA TTITTINCCC C^CXXCOXG 540 

GCAAAATTTT G33GATCCCN OTTCCNAAAA AACAACCCCO AAAANCCTTT TTCXXXJITAN 600 

NAAANNTTNN CMtfW^ACOC OQCGOCCCC TIGCGOGN3G TCATTIWITC NAATN3CTCC 660 

NCCXXX7TTNA AAGNTCCCNN CT^AAAAATdJ CXXCCOCCCC NTl'I'I'lCCCC NTWAACCCa: 720 



55 
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780 


• 




033AAAATTC CCNCN333AN NhJNCNATTnT TTCTfl3GTC'i' CCCOL'INTJT NFlCCCiTNA 




c 


GG 


782 




o 


(2) INFORMATION FDR SEQ ID NO: 276: 






10 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENJIH: 747 base fairs 

(B) TYPE: nucleic acid 

(C) STSANESXKESS: single 

(D) TOPOLOGY: linear 

iii) MDLSCULE TYPE: ENA (genanic) 






15 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1235RP 

(xi) SEQUENCE DESCRIPTION: SEQ LDND:276: 






20 


GATCCTTGAG AAGCCAGATA ACGACGAGGA OGAGGAGCCC AGTGACGATG AGGATGCCGA 
CXaACTACGAC TCGGA2TCTC CCCGGCCCQ3 OGftCflGCGGC AGCGAACTCA GAGACCCTCC 


60 
120 






TGG3CCG333 ACATTCGCTA CG3A&CTGCA CX33ATOCAQC GIXXTOSDCT CCCCGTTGfiC 


180 




25 


CTATTCCTTG CGCTCOGTCA TCGTCCACTA TGGCACACAC AACTACGGAC ACTACATTGC 


240 






CTTC032AAG TTCCGTGGTG TGTQ3TG3CG CATCAGCGAC GMACKXXJT ACATCC7ICGA 


300 




30 


TGAAGCTGAG GTCTTGTCCA CACCURJUbT Ti'ITJATGlTG TTCTACGAEA TGACTATGAC 


360 






G?03Ct^ACCG GOCAGTKXG TGAOGACTTC QCCTQCCTAC £03AGCCCAG TCCGTGCK7T 


420 






CAGATGGGGA CGGAAGAATA CGACTCATTG ACCGGGTCCA CCAAGACCTC GATTCA^CGA 


480 




35 


NCOVJCIWl" UL'JUCLTJLTJA ATAAACTT'IU TriWMLJL'i^ GCCQ3CCATA TNTNCTCCAT 


540 






QCATGTTCAT GCXDCCCACCG GACAlUmU AaUUANATAC TTITIUITIN GTT^CCCCCT 


600 






TTCAC3*3tfrT CCTCCNAAGC AAGATTCTTA WCTACTTQC CTN3TTGTTC CCNZCTQ3TT 


660 






TGQ^COCCA AATTCCTNTT NNCCNTTTOT GG2CCANCCC NN33NAAACC CNUXTJTTT 


720 




40 


TTTCAAAOCA GGNTTNCCCT TTTN3CN 

(2) INFORMATION FOR SEQ ED NO: 277; 


747 




45 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 776 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
(D> TOPOLOGY: linear 






SO 


(ii) MOLECULE TYPE: EMA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAGI235UP 






55 


(xi) SEQUENCE DESCRIPTION: SEQ IDM3:277: 

630 
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45 
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55 



gatcacaccc CTGnrmr caaaqgtgac ctgcaacttc ttgtftattca agatgatagt 60 

CTCAC3UTCC TTTGACACGC TAGCAGQ3TA AAATA033AC TCCTGCGOST CAGOOTiTIC 120 

TTXAGCCA2G TTATCCCATT GCAAGGTGGC TATH335ACC AAACTTTCtX CICCTGTTGTT 180 

CAAGOCCTOC AAAQCTCTCT CTATGAAOCG ATCTGCTAGC T0CACGACCT TGTTAAGCAT 240 

TOTTATraTT TCATATTTCT ATACCATTTC TATACATGTC OCGGGAAGGA CATTXTIOSAA 300 

CT33CATAAC AAGATATCIT CCCATAGAGC GTEAATATCA TTAACAGGGT ACGTGTACTT 360. 

GTTA03D3CT AGTAG3GAAA CCTTTGTQ3C AATCCACTX AAATCATGGA TCTTAACCTC 420 

AG^TAGTXTKT ATO^ACCGTT TAACGTCTGC CTGTGTOGTA TAOGT3XTC CTATGGAAAT 480 

CAAACTTACA ATCCOCCCAT CCAACTTOX" CAAIGNGTFC CCANTGTCTG ^CTIC^>^CAT 540 

AATATT^CCG TAAAAACCGT TTAM3GAATC COJJACCCCC NACX7TTN3GG AANAACATIG 600 

CATTCCCGGT TAAAATTGAA CCGANACCCC CCATI'IUTltJ CACOCCCCC 7TJTTIGAACC 660 

CCNOXXDSN OTraWXT NNAAAAANAA CCGTTGCCNA AN3TTCATIN AAAGTTTIGT 720 

T0CCCCCG33 TTTAAAANOC NAATTTTNAN AAGCGTTCrT TTTOC033G3 QXriTG 776 

(2) INFORMATICN FOR SBQ ID NO: 278: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 722 base pairs 
<B) TYPE: nucleic acid 

(C) SIT^ANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EtiA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1236RP 

(Xi) SB3UENCE DESCRIPTION: SEQ ID NO: 278: 

GATCTOCCTC OGGTCGAAGT ACGTOGACTG TITGAGACTC TCCAGGTCGT CTTTTGATAG 60 

CTTCGATGCC TTADCTCCCA TGTCTACTAT AACOCTGTCC CG330CTCAG CTATGTGCG3 120 

GCTCCCIATTZ TTACTGCTTA ACICTTO3AA COGTGAGAGG CCATAAGCCA CGAT033D3A 180 

C32T3CTCAAA TTATCTCCTC TGAAAGCGGT GT3TGOGTOC ACmCCCAG ACCCAAGGCT 240 

ATOCCGGTEA CCTGACCTCC GGTCCGGATG TGACGCTG33 A03337TG03 ATXXCGOXC 300 

TCATG3CTGT COGTCGCGAA GGACTATCTA CCAOGGACTT OXTOCCTGC GCAATTTGCA 360 

CIXXPOTTIG CAGTGGAOGT CTT33CGAAG CTCACCGGCA GCQ32AQ3CA GTTACAGCCA 420 

TGGCACAGGC CAAGCCCCOC GAGlTGACCG GAGTTGOITG CCAGATATTG GGCCGTCCAA 480 

ATTCTGANTA GCCCTTTATA TNAGAMXCC N3CGTTGAAC OCCAASTTTT TTTATGCGGA 540 

TQGTTCGAAT TCN3XCCCT GOGTTAACCC CCCCCGAACC OCTYXXTCGG GGAAAANCAA 600 

ATCCTMCOX ^X3TTCNAAAA AMDDC^AOgC M^AAATTTT AAAAGAGACA AATCANNNCA 660 
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t 




CC03N3AAAA AGAOCOCTNT C77ITCAGAA TTXU3GGOG GGGGNGTAAA TITJAACCITT 


72C 






GA 


722 




5 


(2) INFORMRTICN FOR SEC ID NO: 279: 






10 


£i) SEQUENCE (CHARACTERISTICS: 

(A) LENGTH: 789 base pairs 
(B> TYPE: nucleic acid 
<C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 






IS 


(Vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1236UP 








(xi) SEQUENT DESCRIPTION: SEQ ID NO:279: 


60 
120 
180 




20 


GATCTKXjTC OXTTGCGGT CAGGAAATTC AAOD333ATC AGCTCTTGTT TCAGTTTACC 
ATAAAAGAGC T3TTTTACAA GGTCGAATTC CJOGOX'ILT TCATCCAAGC TGAGCGGGAC 
GGBCGCACTC TCAATTTU7T AGAGGACGTT COCAATGCAT TlXUR^fiCAT CTTGCTGTCT 




25 


GOCAATCTOC AATCTCTTTT CTAGCTGG7C GGAACTAATT TTCGCAACAT AGSTGCAAGT 
TTCAQ33CCT TCG3CCICTC GACTCCCGAC CATOGTGATA TCITTAOCTG AGTCATCATT 
CTCAACAGCC TGOCTATCCT CAAGCGGAOC TGCGCTGGTG TTirCACOCN TTO3GN3GNN 


240 
300 
360 




30 


GAANTCCAAT ANNCtCOOCTT TCT3333ITC TTGGAAAGNA TTN33ANAAT TESTJT30CCC 
GGTTNTTAOC NTTTTUGANA GAGACCCITG GT^TIT^rCNAN AOCNAAATNN TCOCNM3333 
CNCCCGCMCG AATWHTHN 'lNlLLAAANl' TllXNAAANN U-NLTiTlW ULTIT1UJUC 


420 
480 
540 




35 


NITTN3SNGG NAGCGCOCCA GG03SNCCCC CGAANiAATC N33333JK33 AAAAANAAAA 
NAATTTCCCA NMUXfiWl 1 ! 1 TN1T1TJOCN TCNGAGAAGG GM3GTTANAA AAACCCATTT 
7TTCCCCCCN NTAGANAACC CLT1T1NCNC CG3333VTCC NGCCGGGGGG ATlNi'IGNGG 


600 
660 
720 




40 


GM3CNTT3^N NAO-'IULLTr ULUJNJiAlA NAAA1NIXUJ O^OJLiAiJ ITIWI'ITIC 
OCCNNAAAN 

(2) IC^FORMATION PGR SEQ ID NO: 280: 


780 
789 




45 


(i) SEQUENCE OiARACTERISTICS: 

(A) LENGTH: 676 base pairs 

(B) TYPE: nucleic acid 

(C) £Ti^ND£DNESS : single 

(D) TOPCLOGY: linear 






50 


(ii) MOLECULE TYPE: DNA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1237RP 






55 


(xi) SEQUENCE EESCRIPTION: SEQ ID NO:280: 

632 
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GATCC033TT GAAGACATIG TCA03TQ3CG AGTTTOXTG G3XQQCACA TCIGTTAAAC 60 

GATAACGCAG AltTKXTAAG G33GACKAT GGAGAACAGA AATCTOAGT AGAACAAAAG 120 

GGTAAAAGTC CCCT2TGA3TT TGATTTTCAG TGIGAATACA AACCATGAAA GTGTG3CCTA 180 

TCGATCCTIT AGTKX"ICGG AGTTIGAQ3C TAGAGGTGCC AGAAAAGTTA CCACAGGGAT 240 

AACT33CTIG TGGCAGIGAA GOGTIGATAG CGACATTOZT TmiaWICT TCGATCTICGG 300 

CTCTIOCTAT CATACCGAAG CAGAATTCQ3 TAAGCGTraS ATKJTTCACC GACEAATAGG 360 

GAACGTTGAG CTGGGTTTAG ACCX7TCCGTG AGACAQGFTA GTCTTACCCT ACTGATGAAT 420 

GTTATOXAA TAGTAATTGA ACTTAGTACG AGAGGAACAG TIGATIGGGA TAATTOGmT 480 

CCGAOCG33^ ATTOCCGCGA ACTACCA'IGC QCTOGATEAT OXTCAACGC 540 

CIGTAAGIGA GAATGGATOC TAGAACQCGA TGATTCTnT CTCOCACATT ATAGATGATA 600 

CGftATAGTTG CTTTTANZAT CGCIGAACCA TACAGOGGCA CTCTOTTCAA CGAAGTCTGG 660 

CCCTIXXGCG ATTGCA 676 

<2) INFCRMATICN TOR SEQ ID NO: 281: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LBNGIH: 709 base pairs 

(B) TYPE: nucleic acid 

(C) STf&NDEDNESS: single 

(D) TOPOLOGY: linear 



J5 



20 



30 



(ii) MOLECULE TYPE: UNA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1237UP 



35 (xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 281: 

GATCCCGTAC ACGAAGAAAA TCGGAC33X: CAACCAAACC CAAAGTTCAA CTACGAaCIT 60 

TITAACTGCA ACAACTTTAA TATACGCTAT TGC5AQCIG3A ATTACG3D33 CTGCT33CAC 120 

40 CAGACTTOCC CTCCAATIGT TCLTOGTIAA G3TA1TTACA TIGTACTCAT TXXAATTACA 180 

AGACCCGTAT GGGOCCIGTA TOGTTATTTA TIGTCACTAC CTCCCTGAAT TAGGATTGGG 240 

TAATTTGCGC GCCIGCIGCC TICCTTOGAT GK33TACOCG TTICTCAGGZ TCCCTCTCCG 300 

45 GAATCGAACC CITATTCGCC GTTACCCGIT GAAACCATGG TAG3CCACXA TCCLACCATC 360 

GAAAGTTGAT AG33CAGAAA TTIGAATGAA CCATOGCCAG CACAAGGCCA TGCGAITGOG 420 

AAAAGTTATT ATGAATCATC AAAGAGTCCG AAGACATTGA TTTITTATCT AATAAATACA 480 

TCTCTTCCAA AAGTCGAGAT TTTAAQ2ATC TATEAGCIGT AGAATTACCA CAGATATCCA 540 

T7ITAGTIAA AGAACTA3CA AATAAACGAT AACTGATTTA TGAQCCATTC CGCAGTTTCA 600 

CIGTATAAAT TOZTTATACT TAGACATGCA TGCTTATCTT TGAGACCAGC ATATGACTAC 660 

TGGCAGATTC AACCAGATAC TATCTTTAAG ACACCOGAAA TO33GAACA 709 



£0 
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35 



40 



[2) INFORMATION FOR SEQ ID NO: 282 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 820 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1238RP 



, 5 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO:282: 

GATCACGGCA ATGAAAAACT AOGCAAACGT TACAGACTTT GAGTGGTACA TCGCCCTGCT 60 

TTCGGATCTC TGCATAGTCT OXAGGACCT GCAAGACAAG AOCCTCGCGC AGAAACTGGG 120 

SO TGAGCAAATT AGAAACATCA TQGTGAAGGT TCCTGACCTG CGGGATCGCA CTTTGGCGCA 180 

GATTGTGCAG CTGGTGAAGA GCGAGGACAT CACGGCCCGG CTGCCCGGTG TICTGAAGGA 240 

GPGCATCTGG TGCCTGG30G AGTATTCGTC GTTGCTCGAC AATAAGGATG AGTATATTCT 300 

25 GCTATTGGCA GAAAATTOGA AATTATATGA GCCTGAACTA CAGCAAACTT TGATCCCTGC 360 

CATTTTGAAG ATTTATAGCA ATTGGTGTAA OGAGTCGGTG GTCGACACGG GTCCGTATTA 420 

AATGGGTTAC CGAGCGGATA ATCACCCCAC TAGAAGATCT AATAATCTCG AAGAACTTCG 480 

30 AAGTCCAGGA GCGGTCTTCC GAGGCTCTCG AATTCTACCC TTNTTICTOS ACNCCCCCTC 540 

CNAAATNNTC TGNATCCCTA U^X3OTO30A MZTTACNAAT TCCTNGCCCA fcHTCTlJCAAC 600 

CCTTTGAATT hCuXNQ^TTN OCNTCGQ3CC CCCAAAAANC TCNNNNNAAA CTNl'lNl'lCN 660 

ATGGGAACCC CC1TTNCCCN AAAN3AAGCC ANANNNNACC GNAAAACNCN CTTGAAOJ3A 720 

TTTCCCCGAG TTTTGANAAC ATTTCNNCCN AATTTTCCGG GACGGCCAAA AAGGGTnTN 780 

CAAATTANTT CGGGGGGGGA AGGGGAAN33 G3GGGNGNNA 820 
(2> INFORMATION FOR SEQ ID NO: 283 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 875 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genorac) 

(vx> ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1238UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID ND:283: 
£5 GATCAGAAAC G3CCGOCTGC AAGAATGGAT GGCGATGAGC TTCGAGCAGT TGAGGCATCG 60 
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CTTATQCAAA AAAAGAAATT CCTCAGATCA OGTGACAAAG TTTCGTCATC TCIAAATGTC 120 

GAC03TT333 CGAAATGTGC CGTOTrCTOC TATAAAAIAT AAACTAGTTT CTCTACCACT 180 

AGACTGATTG GGAATATCTA AGCTTTCACT TGATMCAGC AQ3AGCACTT CATAATCCAG 240 

TACCTTCTTT GGCTTATeCA CACTAGTCAT CTCATCGAAA ATGTCACAGC CAGTGCAGAG 300 

AOXQCCGCT CAATCCTTGA TATCCAAATA TJICAATAAG GAAACQCEAA AATACATGCT 360 

TACAACOCAC TTCTQQG3CC (XGTATOGAA CTTTCX?rATT COGftTTGCTC Q3ATTTA.TGA 420 

CTTGAAGAAG GACOTTGAGT TGATTTOCGG CCCCATGACG TTG3CQCTCG TOGTATACKT 480 

AG3TTATITIC ATGCGTTACT CGATDGCCGT CACTCOCAAG AACTACCTCT IUITK33GTG 540 

CCCACTTTAT AAACGAGTCC CQCGCAACTC GGACAGCGTT cmXTOQCT CAAGTTTCAA 600 

TTACTTCQQC GAGAGmCIG CTGTCAAGGC ACCCGAGAGA OCCGCATAG3 TOOGTTTOCG 660 

TCCGCACACG TTOCATTACA GCGTCGACCA CTACATAGAA TAXTATTAAG CCGACTATCC 720 

TACACGTTTC TAGACCTAGT CGAGATGCCT TK3XTCATA CTQCTOCGTT G30CCAG3OC 780 

GTATCTTQCT CCTOCTGQCT TTGCTGCGTT GCGCAGCTOC TTCN03ATNN 840 

TCCKJTCTCC CGTA1CCAIT QJCIAAATGT CICCC 875 

(2) INTCRMATTCN PGR SB3 ID NO: 284 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 
30 (C) STFANDELNESS: SlJigle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genoric) 

(vi) ORIGINAL SOURCE: 
3S (A) CRGANISM: PAG1239RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 284: 

40 GATCAACTTA GAACT03TAC G3ACAAG333 AATCTGACTG TCTAATTAAA ACATAGCATT 60 

GQoATGGTCA GAAAGTGATG TIGACGCAAT GTGATTTCTG CCCAGTOCTC TCAATGTCAA 120 

AGTGAAGAAA TTCAACCAAG 0GO337TAAA CG0CO3GAGT AACTATGACT CTCTTAA03T 180 

45 AGCCAAATGC CT03TCATCT AATTAGTGAC G33CATGAAT GGATTAACGA GATTCCCACT 240 

GTCCCTATCT ACTATCTAGC GAAAOCACAG CCAAG3GAAC G3XTTG3CA GAATCAGCGG 300 

GGAAAGAAGA CCCTGTTGAG CTTGACTCTA GITTGACATT GTGAAGAGAC ATAGAG3GTG 360 

50 TAGAATAAGT G32AGCTTCG GCQCCAGTGA AATACCACTA CCTTTATAGT TTCTTTACTT 420 

ATTCAATTAA QCOGAGCTGG AATTCATTTT CCACCTTCTA GCATTTAAAG TCCTATACGG 480 

GCIGATCO30 GTTGAACACA TTCTCAG3TG G33AGTTTGG CKX333CQCX: ACATCTCTTA 540 

55 AACGATAACG G^AIGTOCT AAG33GGACT CCATQGAGAA CAGAATCTOO CAGTAGAACA 600 
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AACJSGTAAflG TCCCCTTGRT TTCATTTCAG TCIGAATACA AOCATCAAGT GTO3CCTATC 660 
GATCCTTAGT TCCTCGWSIT TCAQCTAGAG TGCCAGAAAT IACACAOGAT ACTCCT 716 
5 (2) INFORMATION FOR SB? ID NO: 285: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 793 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
'0 (D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (genomic} 

(vi) ORIGH>£YL SOURCE: 

(A) ORGANISM: PAG1239UP 

IS 

(xi) SEQUENCE DESCRIPTION: SEQ ED NO:285: 

GATCATCnC CATCOTCTAA CTTTCCTTCT TGATTAATGA AAAOGTCCTT GOCAAATOCT 60 

TTCQCA<7CAG TTAGTCTTCA ATAAATCCAA GAATTPCAOC TCTG/CAATT CAATACTGAT 120 

GCOCCa^CC <JICCCTATTA KICKTTPCSA TGGTOCTAGA AAOCAACAAA ATACAACCAA 180 

ACGTCCTATT CCATTATTCC ATGCTAATAT ATTCGAGCTT COGCCT3CTT TGAACACTCT 240 

AATTTTTICA AAGTAAAAGT CCTGGTTCGC CTRGAGTACA AGTACCCTAG GTTAGCCAGA 300 

AGGAAH33TT CGGTTOGATC COGTACBEGA AGAAAATCGG ACO3302AAC CAAACCCAAA 360 

GTTCAACTAC GAGCTTTTTA ACTGCAACAA CTTTAATATA GGCTATTGGA QOTGGAATTA 420 

CCDCCOCTGC TOCCACCAGA CTTCOCCICC AATTGITCCT 03TTAA07TA TTTACATTCT 480 

ACTCATTCCA ATEW3VGAC COGTATOGGC CeiGTATCGT TATTTATTGT CACTACCTCC 540 

CTCAAITAG3 ATTOdJIAAT TTOCGCCtCT QCHI3CCTTCC TTOGATCTTOG TPG33ZTTTC 600 

TCTCCGGAAT CGAAOCCITA TCCCOCTTAC CXXTTCAACC ATG3TAOCCA 660 

CTATCCTACC ATCGAAAGTT GATAG33^AG AAATTTGAAT GAACCATCGC C3M3CACAAGG 720 

CCATOCGATC CGAAAGTTTA TATGAATCAT CAGAGTCCGA GAACTTGATT TTTATCNATA 780 

40 

ATNCNCTCTC CAA 793 

(2) INFORMATION FOR SEQ ID NO: 2 86: 

(i) SEQUENCE CHARACTERISTICS: 
*s (A) LfNTra: 836 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genemic) 

SO 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAC1240RP 

55 (xi) SEQUENCE DESCRIPTION: SEQ IDNO:286: 



30 



3S 
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GATCTTAAAA 


TAAGATAGAA 


TOGTTAATAAA 


TMCATTCAG 


GTACAATAGA 


lUO'lLUlUlT 


60 


ACTAAAGGAT 


TACXTO3AAT 


ATAATTATCA 


GGATGTCCIA 


AAGTATTAGG 


TCAAAAGAAT 


120 


ACAAATAATC 


AAAAGAAAAT 


TATAAATACA 


AATACK7TTA 


CTAAATOTT 


AAAAATAAAA 


180 


TAACCATOCA 


■rroiTAAicr 


ATXTTAAATTA 


CUTGTAATAC 


CTAAIXSGATT 


TGATGAACCA 


240 


TCTACATCTA 


ATAGCATTAA 


AT3CATAA1T 


ACTATTQCT3 


CAATAATAAA 


TCGTTACTAAA 


300 


1AATGAAATA 


GAAAGAATCT 


TATAATACTA 


G3ATTACTAA 


CACTAAA1GA 


■TCCTCATAAT 


360 


CATAGTACAA 


TATCATTTCC 


AATAAATO3A 


AIAGCACTAA 


ATAAATTAGT 


AATAACAGTA 


420 


GCACCTCAAT 


GTGACATTTC 


TCCATATACT 


AAACAATAAC 


CTAAGAAAGC 


TGCTOCTATA 


480 


GTTAAAAEAA 


AGATAATAAC 


AOCAACIGTT 


CXATACAATA 


ACICIftGGTC 


ATTTAIAAGA 


540 


ACCATAATAT 


AAACCTTTAC 


CAATATGAAT 


ATACATACAA 


ATAAAGAAGA 


A3GAAGCACC 


600 


ATTAAGAA7G 


CATATATCTA 


ATIA3TXACC 


TATK7ERCTC 


TCTTANAATA 


GTTOCTACCT 


660 


GAIGANAAGC 


TATCCATATT 


ANAAGAATAT 


GCATAGCTTA 


AAAATAGOjr 


TANAATCGAA 


720 


TACTAACATA 


ACCTATAANA 


CCNAATTCAC 


CATAATAATC 


AGAGGb'lUAG 


GN3AACCATA 


780 


CNTACNATAC 


TAATITAATT 


ATTCATTlCr 


TTCCCNi'l'l'l' 


ATIATTAAAT 


TITAAT 


836 



(2) H-IFCKMATICtJ TOR SEQ XD ND:287: 

(i) SE£XJENCE CHARACTCRISTICS: 

(A) LEN3IH: 860 base pairs 

(B) TYPE: nucleic acid 

(C) SIRANDEENESS : single 

(D) TOPGUOGY: linear 

(ii) MDLECULE TYPE: ENA (gencniic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAGO240UP 



<xi> SEQUENCE DESCRIPTION: SEQ ID NO: 287: 



40 



45 



50 



GATCTAGAAT TAITAAGICA ACTATTAACT AATATTTTATA 


A1AATAATGG 


TITATCATTA. 


60 


AAATCATIAA AGATAATTAT TAATAAATTA CCATTTAATA 


ATGATATATT 


ATTATCAAAA 


120 


AArrAicriA ataaaataaa taaatataat ttactaatta 


ATAATAATTT 


AAATAATAAT 


180 


AAAAAAGAIT TAA3TAATIT ATATACTTEA GATAATAAAT 


TAITAGATTT 


AAGTATTCTT 


240 


aataatatat tatiaggtaa atattiagta ggtagtaata 


TCCAATTAAA 


Q3GTAGACTA 


300 


TTAAATAGAA ATATIACTAG ACTAATAAAA ATAAATATTA 


TCAAAGGIAC 


AM'ITAATAAT 


360 


TATATATATC AA3GAAGTAA ATTAAATAAT TTATATAAAT 


TAAATIATAT 


AlCACTTAAT 


420 


ATTAATAAAC TIAATAATCT A3TTATTAAT AAAAATGGTA 


TATTTAATAT 


TAAAATTAAA 


480 


TTAAATACTA TTOATAAAT ATCTRTAAGT AAlTiC'i'i'AT 


TTAI'l'l'iATA 


ACATTrrAAA 


540 


ATUlTlTATG TTTAAATflGA TAATAACAAT TAAATAATAA 


AAATIAAGAT 


G3CACAAATA 


600 



ICTVV*lffV .CI) 
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TTCCCATTTT CCrTTATGAA 7CAATTACTT ATOJITTOCT ATTTATTTTA CTAiTITATC 560 

CTTCTATCTT ATGTNTTTTA CCTAAGAATT TAANAATATA TACTCCTAAA TATATATTCC 720 

NAAATTATAA TAGTTATTAA ATTTTAATTA ATCCANIATG ATCCNTATTT ATAAATATAT 780 

AAGAANATTT TAATATATAT ATATGAATNT TATATCND^N TGAfiCCATTG MAATY3MATTA 840 

TAGTTTACAC COCCTANATC 860 
!2) INFORMATION FOR SEQ ID NO:288: 



<i> SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 837 base pairs 

(B) TYPE: nucleic acid 

'5 (C) STRANEEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: Oft (genomic) 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1241RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 288: 

2S GATCTAAATA TATATAATTT AATTTATAAA GATTAATATA AACTTTTTTA TTATAATATT 60 

TAAGTATTAA AITATTTAAA CTATTATTAT CATTATTTAA TAAATTAATT ATTTGATTAT 120 

TAATACTTAT TATATAATTA TTATAEAATT TAC7TTAATTC ATCATTATTA ATATTTATAT 180 

30 AATTATAAAA ATAATATTTA ATATGAATAC TATTTO^TICT AltTFICAAAT TTTAAATTAG 240 

TTATTAAAAT ATTATTAGAT ATTATTATTT TCTTTAATAA ATTATTAAAT AGATTATCAA 300 

TAATTAATAT ATTATTTATT AATTGTTTAT TAAAATAATA TATTTTATTA TTATAAAGAT 360 

35 TTAATTTATT TAAATATTGT AAATTATTAT TTTTATTATA ATATCTATTT TTATAAATAT 420 

TATGTTGATT TATATTATTT AATCTTTTTA TAAGAATTAT TATTAAAATT AATTTTAACT 480 

TTAATTTCTT ATTATTAATT TTTATATTAT TTAATAAATT ATATTTCATT TTATTTATTT 540 

40 ATTTATTTAA TTAAATTAAT TATTTAATTA ATATTTTATC ATTATTTAAT TAATTAATAA 600 

AATATTATAA AGAAIGTAGT TAAAAATACT TATAAAAG3A ICCGAACCTA TATTATTCTT 660 

TATGAGACAA ATGCTTTAGC CCATAAGCTA TATO2TTTGA CTATCATTTG AGANTT33^r 720 

45 NCWXCCCTA TCCTNNCATC CTGNICTCCC CNCTAAANGA AlTlNI'lTWr TNANANATGA 780 

AAAANTTATT TATCAAAGAA TTATAATTTT TTAANAAGGG GNANAAGGAA AGACCOG 837 
(2) INFORMATION FOR SEQ ED NO: 289: 

50 (l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 856 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



55 (ii) MOLECULE TYPE: DNA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1241UP 

s 

(xi) SEQUENCE DESCRIPTTCN: SEQ ID NO: 289: 





GATCTX7TATA CTAGfiGCTTA TfTTACTlCA GCTacTATAA TTATICTTAT 'ICCI'ACTAGT 


60 


to 


ATTAAAGTAT TTAGTTGA'TT ACTAACTATT TATOGT33TT CATTAAGATT W7TAACACCA 


120 




ATATTATATC TA3TATCATT TrTA'TlTl'lA 'ITrACiaiAG G'lGGITiAAC TGGTGTAGTA 


180 




TTAGCTAATC TATCA1TAGA TGTAGCATTC CAIGATACTT ATTATGTAGT ACTACATTTC 


240 


ts 


CATTATCTAT TAAGTTTAGG 7GCTGTATPC ICTATGTTTG CIGGTTATTA TTATTGAAGT 


300 




COTCl'IUT-lT TAGGTI'IAAA TTATAATGAA AAATIATCAC AAATTCAATT CTGATTAAJT 


360 




TTCTTA03TC TTAATATTAT TTICTICCCT ATOCATTTCT TAGGTATTAA T33TATACCA 


420 


20 


AGAAGAATIC CTGATTATCC TGAICTATTC CTAGGTTGAA ATTTAGTATC TICATTTGGT 


480 




TCTATAATAA CTATEATATC ATTAAIGTTA TTCCTTIATA TEATTTATGA TCAATTAATA 


540 




AAlUbTnAA CTAATAAAGT TAATAATAAA ICTATIAATT ATATAAAACT ACCCTGATTT 


600 


25 


TATTGAATCA AATAATATTT TCTTAAIGAA TACTACTAAA TCACAICTAT GATTEA3ATC 


660 




AATCACCACT CTTAATCNAT CAATTAAACC CTCTAATCCA ACTTTAAATA mrTTAATTA 


720 




TAAATTANNA ATAAATTTAG TGGAANAATT AAINGTAANC AATNTrTTNA N32ANTTTAT 


780 


30 


CICNNICCAA CCGAAACTAC TTITATCCTr AANNAAAACC TnAAINAAT CGACCN2ANA 


840 




MiOtt^^cNN otitic 


856 




(2) INFORMATICS FOR SEQ ID NO: 290: 




35 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 




40 


(ii) MOLECULE TYPE: EMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1242RP 




45 


(xi) SEQUENCE DESCRIPTION: SEQ ZD NO: 290: 






GATCAOGTGC TAAATGTCCG GGTACATTAG TOCACCCGTA CACCGCATTA CGACATTACG 


60 


SO 


ACQCTTCTTG ACTAACCAGG TTATCACGTG TATATAGTTA CATACGAACG TCIGGTACAA 


120 




G3AAGAGCCG GCCGGAAGTC CACTTCACCC TTAAATTGCC ACATTTCATG AGCATTTACA 


180 




ACAGAAGCAC AGCTGTAAAC GTT1C1CGAA CTCGIGAAG'! 1 T1CATAT1L.T '1COT1AAGGG 


240 


55 


CCCTIGATGT 'iUCAGTlCAA GClAG'iTCiG '1TGGGAGACT CUICOTrCGG 'lAAGlUGlCA 


300 
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ATTGTTCATC GCITCGTGAA GSATTCXTTTC GA1GAGTTCC OXAVO^C AATCGGCGCC 360 

OCA.TTK7TGT CCCCTACCAT CAA3CTO303 GftCCAC3AC3 ACOCAATGAT CAATTTtyGA 420 

TCT333ACAC CGCGGGACAG GAGCGGTACA AATO3CTT3GC TCCGATOTAT TACAG3AATG 480 

CGAAOX03C GTK33TOCT3 TTATGACGTT GACACAGGAG GArTCICTAG CAAAGGCACA 540 

GPGCTGGGTT GAACGAATTA AGAGCAGGTT GGTGACGAGA ATIUTOSTAT CTTCCCToTT 600 

Q33CATAATT GATTNC3333A M3A33ANCQG AAOCNAaSTG ATIGACNCGA GAACNCAGGC 660 

TOCCCAAACC CN333TGANT TCCCCNAGGT TTM^CCAAA CCGGCCGGTT h033GATTTN 720 

TTCOnTOSAT TO33GGAAWJ CTAAAACNOG GCNATTCCNT N3333CCCCC CtrOTTOCCC 780 

ANITTCCNTT CAAQ^COCCC CAAAGAACAC CCT333377T AGCCGCTCCC N 831 
(2) INP3RMATICN PGR SEQ ID NO: 291 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHCTH: 878 base pairs 

(B) TfPE: nucleic acid 

(C) STRANDETNESS: single 

(D) T0POD3GY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1242UP 



is 



20 



30 



35 



40 



45 



SO 



(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 291: 

GATCTKTTOG ATTGTGAAGG AQ3AGACGAA AAACGCTACC ATCAGIGTTG CCGTCGAGAA 60 

CAAOCAGCTC ATOOCATICA TTTCGCTOQ2 QGACGTGC&G ATVTCCO^G ACGTGACTGT 120 

GAAO30CTTC CCTAACGXT CIGAGAAGAT CGTICTTAIG G3GCCACGCG ATGAAGCGAA 180 

GGAAGCAAAG GTGAATGTTC AGAATEACTT GAACACTTTA GCAAGCAAGG TATCTGAGAA 240 

AAAGATTTCG ATTCCTCGCA AGTTOCAGCC TCTGATCGAT GCAGAQGA1G TCAGG3AGAA 300 

ATACAAOJTC TCCG7TATCT TOLTAAC03T CCTTOSTGAT GATACTGK?T CGTTCTACQG 360 

ACTGTCCCCT AATCTTGATG ACGCGATCCC ATATOCTCGC CAGTCGTCTA AGCAGTACAT 420 

QGTAGAATCT TTCGAG3TAT CCAAOGCTCA CGGAAAGAAT GTCGCTCATG CAAAGAATTT 480 

AATGTTCTAC TTCOXAGTT ACGAACICCT CCAAGGATAT TAAGGAATTC GTTCCAAGGG 540 

ANTTGAANTT TTGTNCTACC CACTCCCGGA G3GATTK3CC CtUTTTAAAN AAQSTnTINA 600 

A3NCACWTT TTTCCAAAG3 GNGAAT1TIG GSGNACAAAA AAAANTGTNT TCCCCGN2NA 660 

TNCCTTATTT NTTAACNACC CCCXTTOCOC NOITTOCNCC OTIGAANACC NAAOTATNAC 720 

ULTriUOOOC AGNGATTTAC CNGGGOCNEN CAG33GANIC CNCITTTITN CICCGGANTC 780 

AANAAAGOGA AA^X^CCN3^rI GCTTTTGCCA G3NTGANAAA AAATOCNCOC CCCCCAGAGG 840 

TAAGANCCMs 1 GNAAGGNGN3 OXNT7TGGA GAATNCCC 878 



55 
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(2) INTCRMftTICN IXZi SEQ ID NO: 292: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 844 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii> >OLECULE TYPE: ENA (genome) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1243RP 



75 



20 



25 



30 



35 



40 



(xi) SEQUENCE DESCRTPTTCN: SEQ H)NO:292: 

GATCGETAAT CCCGAGGTTT GTTTTGAAGT CTGTGATCAG TTQGTTCTCC ACATCTTTGA 60 

GAATTCTAAT ACOCTCOGAT GCO*7TTCCT OCAATTOCAT TOGCACCTGG GCAGACTGTA 120 

TCTTTAGAGA GTAA1TTTCC ACACACAAAG AGTCAATCTT CTCTIGAACA TCGTCAATCA 180 

TATACTTCAG TACATOGTTT ATGTTTGGTA GATTCACTGA QCTTTTGACT G2GOCTTTTC 240 

CTAGCGCCGA AAGGITCOCC GCTTCATTCG ATGAGAAGCC TAGAACTGAC ATCATGGCGT 300 

CCCAGCATGT CTTOCGCAAC TGTCACAACC AATAATTCAA GACTGCGGGG CCTAGATAAC 360 

A03XCCTTC CCOoTCTGAG TCATAGCCTG AAGCCTCCAA GAAG3AT1TC CATAOGTTAA 420 

CATAATTATC AOGCTCTATC GGTGAGAAIT GAAGrTGGAT TAAGTAATGA TGCTXTPTG 480 

GGATTTTAAT CIGATATICG ACATCATTCT TTGTATGACG GATACAAAG3 ITGAAAOJTG 540 

Q3ATGATATC AAGAAGTTCT CTIGCGGTGA AAGTCACACC GTTGACACGT TGGAGCTTTG 600 

CGAftf lTHflT GGG33KTCTA GAT3CATO0G ATTGTTOXC AGTTCCCTGG TATICT33CA 660 

GACltnUTTC GATATACTTT GG^TOCCT TGAAGGGATG CACTGCCATT AGAAATACAC 720 

CTTGAATCCK CTAGTGAATG ATAGGTNTAC CCGAACCCCC ANrlTlGATA CCCNGCAGAG 780 

TTTGTNCATC GOZCOTTTCN IflCTTCCTGCC OCATraXT CCCNATTTTA TCCTGAAATG 840 

CTTA 844 
(2) INFORMATION FOR SEQ ID NO:293: 



(i> SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 865 base pairs 
(B) TYPE: nucleic acid 
45 (C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: EUA (genomic} 

(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAGI243UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 293: 
SS GATCTCGTCC CACCA0333C GCAOSAACCT GTACTGOXT TTTGAGATCA ACTCTGTCAG 60 
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is 



20 



25 



GACOTOGATC TTTTCGTCGT AAAAAQ3CGG GAftXOXAC AACAC33TGT ATAGGACGCA 120 

GCCGATOCCC CACATGTCGA CCTTCATGGA GTAGCGTTCG TOTITCACeA CCTCQ33CGC 180 

OTTCTAGZCG ACAGTOOCGC ACGOCGTCGT GCTGTTQ3TA QCATAAATTT QCTTCGAGAG 240 

TCCGAACTCT GCGAQCTTTA TCACACCGA.T CCCGC03COT O03ATOCCAG GICGGAACAG 300 

GCrXTOCTCT TOTCTICTCT TTO33TOJIC OGACTGTCTC AGCTGCTG3C G L T IU J IUB 360 

TATAAAATCA ATT03CGAGA ACAQCAAGTT TTCX33CTTG A3ATC0CO3T GCACAATOCC 420 

AAGOGAGTOC ATGTGTTTTA CCOCGA<CT3C CAGCT3XTG ATTACATGTC TtGPAMJJTC 480 

CTCCGAAAAA TAAGTGAGIC GCACGATTTC TCCAAAAATC TCCCCC0O33 GCAAQCAOCT 540 

CCTOSACTAT GAAGTAGTAT GACT037TCT CCCTOCAAGT OGATAAACGT CACAATdTT 600 

TCGC00GAG3 ACi¥XGCXTT GTOGKTOSTC ATCTCCTTOA GAACTGCTCT aSCGASGTCG 660 

CCTGTTTOGC CGQCTOCNCC CNCTTNITfrJC 033CXXXXXC NOT3CCCCC ATCGTTAANA 720 

Q3JNCCTTTI GCIGATCMCC TTGACG3CNC CtTTTTNNIAC NC3SCNAAGTN COCTTTG33J 780 

OGJ*XTFZA3 CQCNOCNNCG AM*3CCNCGN AAACCCOJCC CNATTTNCOC NAACTTNTCC 840 

CNCAANCCAA GMMXGAANC CCCCC 865 
(2) INrORMATTCN FOR SEQ ID NO: 294: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LEM7IH: 851 base pairs 
<B) TYPE: nucleic acid 
30 (C) STRAM3EXNESS : single 

<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
36 (A) ORGANISM: PAGL244RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 294 : 

40 GATCCT3CCT TATCAOCAGC OCCATCCGAA CTTCOCCCQ3 GATGTOCTTG AGAOGTAGCG 60 

i^CTOCCTC CACAACTTCC TCATCTGAAT CGTCTTCGTA TCTWCTATCT AOCTCTTCAG 120 

CGTCGCQCGA TGCAGATTCC QCCCTGTCTT TCACCTGTTT CftGCACOGCC TCTOOCjITAA 180 

45 GCTCAGAGAG QCAGQCATGT GTOXADCCC CGTATATCTG GOCCAG3TAA TAOCCCGTGG 240 

OCAGCGRW3C CATOGTAAOG CTCAGIA1GA ACOCTAAGTT GATAOCTGCC ATCCTATPTT 300 

CTGTT1031A TTCTGCATQC IT^ACTIOCQCA AGCCAAGTTG GTTGAAAATT OCTTCAAXT 360 

50 GACAATCOCT GGTCCTOCQC GCAGTTCAAC ACAGCAAAAC TCAGAGAGAG GTATAAACOC 420 

CATATATAG3 AOCAGACTAC TCTATTCACT QCCTATCTTT TCAOCOCACA GTTCCTCTGC 480 

CTGCAGAATT GTIXCTTGTGAT TCCOCCAOCA TTTTCTTCAT CGIXCTCGACA TATTCC7TCOG 540 

55 TTATGATTCG GAATCCGTOG AACATTOCQC CGCCAGOCTG TTAGATTAOS CCACACCQCC 600 
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CTTT7ITAGAC CATNJTGCGC GAGIOCGATT CNTO3AACAC CA7TXUTAGA 



660 



AOCflGraXT AChXI'ICCGGN GTTAAACCCC TAD3CTTCCC TiraCIWIC CGATAGTOCA 



720 



TACGCGGAAT TTQC33333CC AAAAAAGTGC OCN3CAGGAA CNCAAACGAA GNNICAACGC 



780 



CNTOINTTOG GdGTPXCN TTTCCNCAAA NCAGTCCGTTA WTITTEAANCC MXCTJCTTAT 



840 



TNICCCCCAT T 



851 



75 



20 



25 



30 



35 



40 



45 



50 



(2) INFORMATION FOR SBQ ID NO: 295: 

{i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 859 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1244UP 

(xi) SEQUENCE DESCRIPnON: SEQ ID NO: 295 : 

GATCAATCTG ACAGCTOGAT TGATACCAGG TOCTATCTCC TTATCAGCCT TTACAGTGAC 60 

GAAGGA03GA TFGGATTGGG GAATGGAGAA TAAAGATATT TTIGATCCAT CACCAGAAQG 120 

ATTrGATOCC TCTTTCAGTO AGCATOCCCA ACTTTTACTC TCOGAACGTA TAATQ3GAAA 180 

CITICTCGTT CCAAAGTCTG GCATCTGGAA TTATGCATTT ATGOGTGCTG GATTEAACAG 240 

AGAGCTACGT TAOGAGCTAT CTCTCGACAT ACCACTOGGA TTITATGAIG AACAGCACCG 300 

T3CAACQCAT TTTCTACAAT TCAPOGAAGT QGCAGCTCAC GATACTTTGG AAGCAGAACA 360 

GGAAGATTTA TTCTCCTAAG TACATATTAA GGATAGAGCC AAACTPGCAA CTAGCTTCAG 420 

ITGCGTATCA ATCCCATATA TGTATATATC AATACACGGG CCACTCATGG CTGGTGACCC 480 

ATTTAAGCAA ATACCATATT TTITAATGTT GCGGTGATTT TATAATCTCG ATATCATGAT 540 

TTTATTTATA GGAGAT3ACT TTTOOCTCTA CA^OGCCACA TTATAGAAGA COGTCAATQC 600 

AGCACCCAGG CTGAAGCCAG AACGGAAATG TTGGAACCAG AACAGGCAGG TTTGAATAGC 660 

TCGACATATG AACCICCCCA GAACATGTTT TTTTTGAACA TCNAATGANT TTCTGCCAAA 720 

AACANGAAAA -raSACMOCNN GGATCATTCA AAAAAAACCN TCCTTGAACC TGACAAAAAA 780 

TATQCACCCN GATTTTTTGA TCACGGANNG TTITCTTTAC NCCAATTAAA TAGGNCCCCC 840 

NGAGATTTTT ACACCCNCC 859 
(2) INFORhlATTCK FOR SEQ ID NO:296: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 833 base pairs 

(B) TYPE: nucleic add 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: EWA (genomic) 

(Vi) ORIGINAL SOURCE: 

[A) ORGANISM: PAG1245KP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 296: 

GATCAA ft AAC AGACTACCCT COXACGAAC TTCCCATATG AGGCCCAGAG ACAACAACAT 60 

CGCC^ATCAC CCATATCAAC AACGGAGACC TTGGTCTGCC GAGAACGTCA CAGCTTATCT 120 

TATTATCGAT CGAATGGATG TT3GAAAGAA GATACAAAAT AACGCAI^AT TGCTGAATAT 180 

ATIGGACGCT TCTAACGCAA ACGACGAGCC TCACGCTCAG ATICCATCAA GACCAAGATG 240 

TCG'ITCTCTC TAACTGGGCC CTIGBa/nT CTGACAATGG TIUTGGAAGT GTOGTCCAAG 300 

AACTCAACGC CCACCTGGGT GACACCACCA CGAGAACXOS TK7EACCTAG AACCTIGATA 360 

ACCTTAGCTA Gri^TGACTQG GGTCTTG^C TCCATTTTCA TCTATTGCTT CTTGGATATA 420 

AAATATCTAG TAAAAAGTGC TGAATAGGTG AGAGGAAGAT ATCATGAACA GGCGUm'iT 480 

TITGATGCCC CGAAAAATTT TTCAGGTCTG CCATCCCCAT 03CAGGTGAA ATGTCCITGG 540 

G7TCTTGAAA AATCACATCA TACGATAACT ATGCGTGCAC CCAAAGGCCT 1GGCAGCAGC 600 

GAAGTOOXG AACGTTAGCC ACCCCAGAAC GAAACCTGAG AACAGGTTAA GCTCAGGTGA 660 

AITUmGCT TCTATTGCCT TACAGTTCAT CTICGGGTAA TTOCACTATC CGITCATTOC 720 

OCTCAGCIGA CCAGCCGTTN ATICCCGTTT GAAdTKZAG AGNTCNIGAA ACCCTN3TNT 780 

TTTCAACCCN TGACACWIAT ATChCCCCCT TATATGACTT CCGTCNA'IW: COS 833 
(2) INFORMATION FOR SEQ ID M0: 297: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 864 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1245UP 



(X±) SEQUENCE DESCRIPTICN: SEQ EDNO:297: 

GATCCGGGTTA ATACAACGCC TCGG20CCCT CGGCGGCTAA CGAGAAAATC GOGCTAAGCT 60 

TCCAGCCTAA TCATAATAAA AGGGOCATTG GTGGAAGCTT TCTGGTACTT ACGCGAGTAA 120 

ACAAAAGGCG CAAGGACGTT TCAGAAGAAG CCAGAAGCAG CAATGAGCGA GATCAACTCG 180 

ATCATTCACA GAGTGAATGT ACTGGTCTCA AAACTGCCCA AAGAGAAGGA TGCAGGCCTG 240 

5£ GaGAAAGAGT COOCGCTGAT CAAGTTCGGC GGCATGGTAT CTAACCGCGA ATCG3GCCTG 300 
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TTCTTTOGAG AACTG333^A GTJAGAT03AT CQCACAGCCG TGCTACG3CA GCCATOGA1T 360 

(7ICGA£JITTG TTCTOCOCTT G33^AACGAG CTATGCCG3C GTOGCGAGGT C33GCGftGAQC 420 

5 TTCTQ30CCA AGATATTGCTT TCX3JITQGAT CGACAGACOC OJITA1TGAC ACTTACTAAC 480 

AAGAATCCAG OGTODSA^CT TITO3CGTAA TCTTOCCXTTC CATO3CCQ3T TO^IOGAGGC 540 

CCTCCTOSAC QXGXTBJT OXCTACOX: TCCCTGTOCG TGGCAGAATA TOSOJi' l un' 600 

'0 gctcxaoctg tcciatom: cnnxxo^tt NKXSGAMJ? totocox cxTrracccc 660 

CCCCCTJJNCN AGNATOJITC GW3ACCNTTT QSNCGNTINC CAACTIOCTT OTNCCOOJCT 720 

TmTK2&C NTTGAATOCA mTTCOXC TINAANTCAA CENACCNGTT hTimiAACOC 780 

'5 CCCCCCOCTT TG35AAAANN AONAAAAAAN ACCrTTPCCA OXN3^ATNC CCTTTO3CA 840 

NCTOGAACNG NNNINTICNC CCIC 864 
(2) INFORMATION FOR SEQ ID NO: 298: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LEJJC7TH: 830 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
<D) TOPOLCOT: linear 

25 (ii) MDLECULE TYPE: ENA. (genomic) 

(vi) ORIGIIMAL SOUFCE: 

(A) ORGANISM: PAG1246RP 



30 



40 



45 



50 



55 



fxi) SEQUENCE DESCRIPTION: SEQ ID NO:298: 

GATCAACAAT GATTCTOGCG ACQ33CQ3CG Q3XGTTCAA AITCTAC53AC GTIXXTGCTGT 60 

CGGAAT1TCC CO30STGTCA GATATCCIXX QOCT3GACGA GATOGACKXT CTGACGAAG3 120 

a3TTGGACTT CITCATCCAC AAGGTGCCCT ACGAQTIUIT CACATACAAC GACCTOGJAD3 180 

G03A#33CAC GGTO3ATCCG G7R3333GATG ATGAGATOEA OCCGTACATG CTAGTCAACA 240 

TAG3ATCCQ3 G3KTCGATT CTGAAG3TGG AGIU3CCCAA CGAGTGCATG CGTCTCOCOS 300 

GXTTCXTTCATr CO3D3303X MJJTIKJKXX; GACTACTSTC GCTAATTACT Q333CGAAGA 360 

CGTACGACGA GATOCIX330C T333CAAACC A033CAATAA OXGAACGIG GACATGITG3 420 

TACGCGACAT ATACCCCACC GACTATCCGA AGAT0332CT GAAATCCAGT AAIATK3CAT 480 

CGTOTTICaG GAAGGTCTIT CAACaSGAfiA GOJTCUXX3C GCCCCTCOX GGGCCTCACT 540 

TCGODGTCT5 CCACCTCGAC GTCT3AGATC CGAGATICGA AATGAGAAAT OCNNCACCOC 600 

GAAHmuCC ATOXTCNIG TACCCAICTC CAACAAATCG OCCAAATOCT TTnOOIAGCC 660 

AAATCCCCAA CTCCAAAAAA NmnTTGCG GTCNTTATNT CCC03XTTT TACCCCCTGA 720 

CCCTTTACCC CCCCCTAACT Q >i J33TCNAAN GNITTTAACA hOXNCCCCC TNAGGNTTAA 780 

GGINNPGGCC TNTTOZCCCA AAAAITTUCC NNCGNTICTN 830 
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{2) INFORMATION FOR 5EQ ID NO: 299: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 861 base pairs 
5 (B) TYPE: nucleic acid 

<C> STRANDEIKESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: Em (genomic) 

10 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1246UP 
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20 
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40 



ix±) SEQUENCE DESCRIPTION: SEQ LD NO;299: 

CA'JXXTm^G OGTGAGACGG CACCGGCGGA QGCGCCAGCG CCGGACGGTG TGCAGOCACG 60 

GGQGTnTCCT GAGCIGTACC GCCC3XAGC GATATCTAGC T03CGCCAAC GGCTGCAGAA 120 

GA£GAAT333 CMCGCAGGC COXTXXXOC GOCOCTCGeC GCAAGCGAGG CGGAGAAGAT 180 

CCACAAGGAA AACATGGCGT ACATOGAGGG GCTGTCGGAG GAGCAQCGGA CTJ3CAGPGCG 240 

OCGCGAGCTG TIAGAGAGCC TGGACCCCAA GGTCG3GCAG GCGTTGTACC GTCOJTIOGA 300 

TOCACGTGCA GCAGCOGACG GAACGGCGCC CTTA3TGOCG GAAGTCGAGG GAGCGGCAGG 360 

CACGTG33TG GGCGGCAOCC GCGAGGAGCC GATGATGCCG C3CCTGGATG AOOCGACCGT 420 

CGACGCCGCG CTAOXGCGC CACAGGCTTC GATCCCAGAG QCCGCGCCCA CGTACGACCT 480 

GCCAXOCOG CT33AGGATG CGGACGACAT CGCGCCCCAG GAATACCAGT 7CATCAGCAG 540 

ATGGACCATA TGAAGGACAG GACTIXXTAC GAGATATCCA CITCCTCCGC AATGAGACTG 600 

TC33D3CCCAG ACTO3ACATC AACGACCCCA ACTITATGAG OSGCIGCACG AGAATACTTC 660 

03GATNTTCC GAAAGAAANA AATAACTN3A ATGGATGAAG GCCACTGAAC CCTGACACTC 720 

I'lUlNLTAAC TCNCCGATTT TGCCGAATGC CCTCCAACTT AGGGCCCATC TCOCCCCCCC 780 

CCGGAATTTN NKXOCNNAA CN3CCTCNNC CCTTCGAAAA OCCCOCTTTN CCGOCNTTCC 840 

TCCCATTTGC ACNTTCCCCA C 861 

(2) rr^TORMATION FOR SEQ LD NO: 300: 



(i) SEQUENCE CHARACTERISTICS: 

{A) LEM7TH: 810 base pairs 
(B) TYPE: nucleic acid 
45 (C) STRANDEDNESS: Single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
SO (A) ORGANISM: PAG1247RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 300: 
55 GATCTOXCG COCAGCTGCG GCCTCGTATT GCTO20CTOC GTTACTCTGG CGCCGCCGGC 60 



NSOOCtO <EP 0666129A2 I > 
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GTC7TCTTATT CG3CATCGOG TACGtJGTCAC TAAGCCCCTC CAGGftOGQGC ACAAAA^GCG 120 

C^OXOTTC AmVffM: AC7tf3CGrCTG QSTCGOSAAG CACGTGCATC CGCOGCGTGT 180 

GCTTOCICAC OXCTCGTGC OCCTTOCOCC GCTCIGCCAC OGGCGCAGCC GTTGCA3XC 240 

C3CQ33COGC GGGCGCCCTG TOCACTGTAG CG3CACGGCC GCGGCO^ACG CTCCGCTTGC 300 

OS^CCGCCTT GATGJtfDCCGC TTTO33PCCG GCOCGCGCQC GCTOGCCCGA (XTiAOCOXA 360 

GCCCCCGCTG CACACOZATC AGCATCCCAT CCACCGCTTT OCTGrTCGTCT TCCACCACGC 420 

TCTO30CTGA AGCAC^CTCT QCGCTATCTC CTCCGCCTCG G/CGPAAGX 480 

CTCGACTCGC TCTGCCCGTA CTTCCGTCGA AGEAOGCGCG CAGTGOCGCC GCQCGCTTCG 540 

CCTXGCQ3C CXXCGGCGGC GCGAAGG3CA a3TTAG33CG CCGAGCCGCC GXCPCHXXJT 600 

CCTCATCGAA TCCCtAACCGC TCGCCCCGTC QCOCCAATCG CCCACGGAAC CANCCCCCCG 660 

0333GrriN2G NG3CC033CC Q3CCCCCTCC TTTIMAAAAC GACNACCNCT TGMAAANCCG 720 

TTACOCCNCN CNNTICAAAC NCCNGGAAAA ATTTTCOOJ ANTWNNNNN COCaXOT?T 780 

NITETNN3AA ANAANCMXN G3DXTNNG3 810 
<2) INFORMATION KK SEQ ID NO: 301: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 630 base pairs 

(B) TYPE: luacleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ENA (gencntic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1248RP 

{x±) SEQUENCE DESCRIPTION: SEQ ID NO: 301 : 

GATCAGATAC OGTCGTSGTC TEAACCATAA ACTATGCCGA CT2G33ATOG GGTGGTCTTT 60 

TCTTATGACC CACTCGOCAC CTTACGAGAA ATCAAAGTCT TTGGoTTCTG GGGGGAGTAT 120 

GGTG3CAAGG CTGAAACTTA AAGGAATTGA OGGAAGGGCA CCACCAGGAG TGGAGCCTGC 180 

03CTTAATTT GACTCAACAC GG33AAACTC AOCAGGTCCA GACACAATAA GGATTGACAG 240 

ATTGAGfiGCT CTTTCTTGAT TTTGTG33TC CTGGTGCATG GCCGTTCTTA GTTGGTGGfiG 300 

TGATTIGTCT GCTTAATTOC GATAACGAAC GAGAOCTTAA CCIACTAAAT AGTGCTGCTA 360 

GCATTTGCTG GTTGCQCACT ICTTAGA933 ACTATCGGTT TCAAOXGAT GGAAGTTIGA 420 

GGCAATAACA G3ICTGTGAT GCCCTIAGAC GITCTGGGOC GCAOGOXGC TACACTGftCG 480 

GAQOC&3CGA GTATAAOCTT GGCCGAGflGT CTGGGTAATC TTGTGAACTC GTCCCGTGCT 540 

GGXATAGAG CATTGCAATT ATTGCTCTTC CACGAAGAAT CCCTAATAGC GCAGTCATCA 600 

CTTGCGTTGA TACTTOCCCT GCCCTTGTAC 630 
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(2) INFtKMATIGN FOR SEQ JD NO: 302: 

(i) SEQUENCE CliARACTERISTICS : 

(A) LEM7TH: 700 Case pairs 

(B) TYPE: nucleic acid 

(C) STRANEECNESS : Single 
CD) TOPOLOGY: linear 

MOLECULE TYPE: OJA Jgenomc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1248UP 



J5 (xi) SEQUENCE DESCRIPTION: SEQ ID NO:302: 





GATCGCTAGA 


TGCCCAGGAT 


GAGACTGTTC 




O^IUnb'iAT (XULUXXJAG 


60 




AGGGAAACCC 


AATCACTTTC 


CATAGAACAA 


AOCCGCCATC 


ACCCATOTCT TGCCCTGTAT 


120 


20 


AGAGACTAAG 


GTATCTGACG 


AICOCTTAGC 


GACTCTCTGC 


ACCGCTGGAC C^OGCCATTG 


180 




AGCTCTTACG 


AACTGCACAA 


ACCTACTCGA 


AC'IL'iUlTiC 


CAGACl'lLTT ICIUITIGIC 


240 




tpcaactqct 


TICGCATGAA 


CJTACCCCCCA 


GSCTATTTIT 


CTIACCCGCC TGGTGTTTGT 


300 


25 


CTATAT.AGCC 


QjTTGTATTT 


TTGATAAAAA 


ACTCAGCTCT 


TCCTCTACGG CAGAAATATA 


360 




miCCAGTCC 


TTAODGCCAT 


GCGAAAATCT 




CGCTGTTTCT OCCAGTCTTA 


420 




GCACTGGCAG 


AAAAAAGAT3 


TATGGCGTAT 


AGGCGCTGGC 


CCCGCGGAAA AAAAAAAAAA 


480 


30 


AEAGAAAAAT 


AGAAAAATAA 


AAAGAOGTO3 


OCCGOCC03C 


GGGCAGA3GA AGAAAAAATA 


540 






CCTCCCAAGC 


MACGAACAG 


GCGAGACATA 


ATAAATCCCA CACCAGGGAA 


600 




GAAAGTC'i'iG 


TOCftCGCTCC 


CGOTICATAC 


GCTOCCAICT 


GTICCATCOG GNTTGCAACC 


660 


35 


AGTATGGATG 


TTCAAGCATG 


TCCGANQCTC 


OX'iUCCl'lU 




700 



(2) INFORMATION FOR SEQ JD NO:303: 

(i) SEQUENCE CHARACTERISTICS : 
4i> (A) LENGTH: 837 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETJNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1249RP 

SO (Xi> SEQUENCE DESCRIPTION: SEQ ID NO: 303: 

GATCATGCAA CATTTCTICT TTTCCCGCTT TCTCCCTGTG CCGGACGGTG 1UTCCCOOOC 60 

CCGCACCTCT GAGGAAGAGC TTGCGGACTG CA30GAGCAT GCCCACAGTA CCTGCOXGA 120 

55 CTGCTGCGGC ATTCCGATAC CCAGCGCGGT G33LXXXTCC GAGGCCACTC GCAAGCATTC 180 
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TAAACCACTT CCATTCGATT GAATCAAATT ATATATACCA TTAAGTAGAG CTACCATO2G 240 

AACCmOCT GGSftCGCAGT AAAGATTO3C Q3TTTTZCAGA TCAGCTTCTC G33GTITXJATC 300 

5 GATO30CTTT TCTTCGCTAT CACCTTCTCG TAeCTTAGCA CXACOIOCIC GTTCAG3EAC 360 

AAGATGTGCT QXXXTKTFA ATATCCCAGT ATGTTAAGAG CCIT3XTCT GTOCAGTATG 420 

TCTtTTAGTCG TGAQZGATGT CATGCTACTG ATTTCATCGA TCOTGATCTC GGIQCCGTTT 480 

70 TCGACTAGCA GCTTGATCAG O^IATCGGAC CAATAGGCTC TGTAGAGAGC AOCOCAAGAT 540 

CfiGSGAGCGG CTTC7ICCQQC ACCCAACTTG TICTOCTTCT TfiGAGfiGCTC CATACGAAAC 600 

TCAATCAGCA QZCKXXX?TA CCCCATCCGC TO^IACTGAG GGAGCGTCCA GAATACAQ3C 660 

CACATTGTAC CCGTO330CA NTCCTTTCCN TK3GANAATO COZACCAAGT N3GTGCOCCA 720 

ctcactcccc tgtgttcttg caotaaaaaa aaqctcaaot tcctatnact aTiuTGNicc 780 

AAAAAACTIT GANAAACOTN GTIGCGNACC ACITCCTNOT NCCCCGTCAA TTCAAAT 837 

20 

(2) B^FCJRMftTICN P0R SEQ ID NO: 304: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 853 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRANCEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1249UP 

(3d} SEQUENCE DESCRIPTION: SEQ ID ND:304: 

35 GACCTOXGA TGGACN3CCG TT33CAG3TG ACTOCOCTAC G3TCTTTAGT CCCCGCAAAG 60 

CX33ATG3CCT ITGTCGGCAC ACOCAAGAAC TK33CAATGA TGTIGACCAC GTCCATGGTC 120 

TCCTIATTCT CCTTGTACAT TGTGAAGTGC ACGCftGTTCT TGGftGGOQCC GTACCCCCAG 180 

40 TTAATGACAC CGTTCTCGTC TCTTGTCTOC TCCACATAGT CCICTTK3CT GflCTCTGGTT 240 

TTACQGTT3G CCAGGGCAAT CTGGAATGTG TTGGACGCCG AAGTGACCGA TTCAAGCTCA 300 

TTGTIGAACG CCTTTCGTAG GW3CTGGTGG ATCTTCGTCC GTGCAGCTTT CTCGTCAAAG 360 

,5 CTCCTGGTGG TITCCATTTT CGTGACGTTC CTGTACACGG CX7ICAATCTG CIGCATGTCC 420 

TCCTCGCCCA GTAGCTCTAC CAGC1U/1TC CGCAGCTCTG CCTCCAOCGC GTGGTTGTG3 480 

COCCGITCGC GCTCTTCAGC CTGCTGTXC TTCACCTGGT CGGCAGA3GT TTGGGTTTAG 540 

so 

CAQGCATTTT GAACCCATTG TCOCGCAAGT ACACCACTGT TCCATCCTTC TGGATCTCAT 600 

TGACCATGAA GTCGGAATAG CGCTGCTTGA TCTGCCCGCT AAACCCTGGT /CTCTGCTGA 660 

GAGGTACTCT GTGATOCAAC GTCGATTCCT TGAGTCCATC GOICTCCa-TT TT03CCCCTT 720 

55 

NCCNCAAAAG TTOCT03CTG CTCCNNANCC OCTCTOTAAT CCCCCGAAAN TCTGTACNNT 780 
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TCNCNATTO: CWTTfTNNCC TACCTmACC CTTtTTrNAAC CTTOCACCCN ANAANTCATA 840 
AATATTCCCC MX 853 
(2) INFOKMATICN FOR SEQ ID NO: 305: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 834 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ll) MOLECULE TYPE: ENA (gencmc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1250RP 

<xi) SEQUENCE DESCRIPTION: SEQ LD NO; 305: 

A1CITAATIT AAAATTTTAA TTAACTATTT ATAATTTAGA AATATATAAT CTAGAGATAT 60 

ATAATCTTAA AATCATAOOT AAAAATACAT AAGATAOEAA GAATAAAATT AGTAAAAIAA 120 

ATAGAAAACC ATAAGTTAAT T3ATTCATAA AGAAAAA3X33 AAJTATTTGT GGCATCT1AA 180 

TU'l'l'lATTAT TIAATTGATT ATTAPCTATT TAACATAAAA CATITIAAAA TGTTATAAAA 240 

1AAATAAGAA ATTACTTATA GAATATTTAT TAAATAGTAT TIAAITTAAT TTTAAIATIA 300 

AATATACCAT TTTTA3TAAT AAATAGATTA TTAAGTTTAT TAATATTAAG TGATA1ATAA 360 

TTTAATTTAT ATAAATTATT TAATTTACTT CA2TGATAEA TATAATTATr AAATCTACCT 420 

TTCATAATAT TTATTTTTAT TAGTCTAGTA ATATTTCTAT TTAATAGTCT ACCCTTTAAT 480 

TOGATATTAC TACCTACTAA ATATTTACCT AATAATATAT TATTAAGAAT ACTEAAAICT 540 

AATAATTTAT TA7CTAAAGT ATATAAAITA ATIAAATCCT TTTrTATTAT TATTTAATTA 600 

TTATTAATTA GTAAATLATA TTTATTATTT TA3TAACATA ATTTITIGAT AATAATATAT 660 

CCATATTAAA T33TAA1TEA TTAATAATAT CCTTTAATCA TTTNATGATA ACCNIATEAT 720 

TATGANATTA GITAATAGTG ACCTTAATAT CCCNATCCNA ATATATNTAT TTATrTOTAA 780 

NAACANANAA CTTCTTATl*J CATATTTANr TINANTATTO ACCNTINCCN NM7T 834 
(2) INFORMATION FOR SEQ ID NO: 306: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 847 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1250UP 

(xi) SEQUENCE DESCRIPTION: SEQ LD NO:306: 



650 



EP0 866 129 A2 



IS 



20 



25 



30 



35 



40 



45 



55 



GATCAAAAIT TCAACAATTT OCAOTTCAIT TACTACTACC ATCACCATGA CCAATTGTTA 60 

(2ATCATTTAG TTTATTAGGT TTACTATTAA CITTAGCTJT TACTATACAT G3TATTA3TG 120 

GTAATATTTA TCCTTTATTA TTATCTTTAT TAGTAGTI'JT ATTACTAATA ACITTATGAT 180 

TTAGAGATAT TGTAOCTGAA (7ITACTTATT TAGGTGATCA TACTTTAGCT GTAAGAAASG 240 

GTATEAACTT AGSTTTCCTA TTA'lTlUriU TATCTGAAGT ATTAATTTTT GCTTCTTEAT 300 

TTTCftGTrTA CTTOCATTCA GCTATAAGTC CTGATA0TCT ATTAG3TAAT GTTTGACCAC 360 

CAGTAOGTAT TGAAGCAGTT CAAOCAACAG AATTACCATT ATTAAATACT ATTATTTTAT 420 

TM3ZATCAGG TCTAACTATT ACATATAGTC ATCATGGTTT AATTGAAGGT AATAGAAAAC 480 

ATOCTTIATC AOGTTTACTT ATEACTTTCT GATTAATTGT TACATITUFA TTATGTCAAT 540 

ATATTGAATA TAGTAATACA TCATTTACAA TTACAGATO3 TATTTATQ33 TCCAGTATTT 600 

TTGCTGGTAC T33TEACATT CTTACNTATG C<ITAGITTAC TAATTAOGTA GGINCTATTA 660 

M^ANAACAA CAAATTNCCT TTAACNCCCN CCCCTCCGTT NSANAITJ^ftA CCNCACCTAT 720 

TATTACNNIT TTTNAAAATA NTCAANACXC CANNATIGTT NIAANGAAAG GNNTAACGTN 780 

r^CNCAOXN TAGMOTTIN3 OKXXXDOCC mtXTACOX: ATTTTGNCCC CCCCCACAAN 840 

AACCCCC 847 
(2) INFORMATICS FDR SEQ ID NO: 307: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 825 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gercmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1251RP 

(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 307: 

CA.TCAGGAGG GTTTTG033T CCTOCGCGAC (030333TTAG AGGTAATGCT CCTGCGAGAG 60 

GATGACAAGA C1GTCGCTGT CTACCGGGAA GTGOCAGAAT AGIGTATACT ACATAGTCAT 120 

AGTTATAATA AACAAGCCGC G3D33XTCT AACGAAATOG GGAGTTOTCC ATOCCACCGG 180 

03CCGC033Z C03XCGGGG CCQXAAAGG GCGOGTTCCA GCGCOCACCG GOGAGGAAAC 240 

CG33CGGCCT C03033GTCC GCGGGGTCCG CG33GTOGAA CT33CCGCCG TAQ33CAGCG 300 

03GCGGTGGG CCGTTGTAGC CGGGGATCGA ATATCATGCC GCCCTGCGGG TT03GCGCG3 360 

GAAAG3GGTC AAACGGGTTT GOXQITTCT G3CCGCCTGG ATACAOGTCG CTGTCGCCGT 420 

ACCCTQCAGG GCIGCCAGGC AG<XX3CTGCG CQ3COCCGGC CGG33333AG AGAACCTCGT 480 

ACTCGTCCTC CAAGCCAGGC ATGICTGCTG GCAGCCTGCG TGCAOGAACC TGCGCGCGGA 540 



651 



EP0 866 129 A2 



TIQXaSAGG CQ3XX7ICCG CT3AO330GT CNTAATCACC CQ3CTGTGCT TTKX3XNOS 600 

CCITCTCNrC aXCCACCAG GGN?ATTICC CTNO^AAACT mXGAACTC CNCOCCCTTA 660 

AAACTGGCCN CNXCT2TIN CCTTttOECT WCCTXTGC NNCCCCNTIT CCOXTCAAN 720 

ACCOCCTAC OCNINTCTNT M^TTraW^ CCTACANCCT irCNrCCTNC TCXXXTCNCC 780 

ATtTCCTCNT mTATCNNAA AATTTCNrTN CTTTTTACCC CCCCC 825 
(2) INFORMATTCN FOR SEQ ID ND:308: 

(i) SEQUEMZE CHARACTERISTICS: 

(A) UNGTH: 856 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {gencmic) 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1251UP 



(Xi) SEQUENCE EESCRIPnON: SEQ ID NO:308: 



25 


GACTGTICUL' 


IGTlGfiOGAA GATAATCAAT 


ACCGGAATCC TCTGAXTI'l' 0_TlCC<iXT 


60 




CCATKOXT 


ATTACGAAAT TOGOGTGCTG 


CTOCTAACGA TGTTGTACOG TTTATACAAC 


120 




CULT1U1TGA 


'lUJL'J'JTlTA a^AAOCCC 


GTTTTTGCAC CGACAGAGAT GhCAACCTTT 


180 


30 


GCTACTICTC 


CGATCCAGTA TKZTTCMZTG 


CTGTAGTCAT CTIG0GATOG TTQSTAAACA 


240 




CATATACOCC 


ATOGCAGTTG GAGA^CATCG 


ATACCACGTT GCTITO3CTC TCATTTCACC 


300 




CATTAATTIC 


ccxxxrmA ttotaaaggt 


GCACOtfXAC AGAAATACTT GATAAAATCT 


360 


35 


TACQCAATGG 


CCATATTT33G AAGTTIATAT 


TACTAGCACG ATOJITOCTC AICCCGGCCT 


420 




TUIUL'IUI'JC 


GTTCTACOoG GCX3CTGTCAC 


TACCTTTAGT CCTCTCTTAC TCACAOC7TG 


480 




TTACCGOCCC 


G33CTICTAT G2AACTATTA 


TAITTJCl'lU TAATATATAA CTACTG2CAT 


540 


40 


TTTCATAOGC 


GCCTACCTAC CQCTGCTl'IG 


'l\srLvjJl\AA CiC'H-TlCAG AACAGCTTCT 


600 




TGGAATTATC 


TTGTACTATC AACCAT3GAG 


ACACTGTTAC GCCACACCCC GACCAAAAOS 


660 




AGAACCCAA3 


GACAATHTG ANOCTCCCTT 


TCCCCCGAAT TAN337TTOT GAANATAIUA 


720 


45 


ACC03GACCG 


GGTTCCCTCftf TCCCC03GGT 


AMTINSCCNr TAAATTCGIN TV^ANTTAteJ 


780 




AAW3GINTAT 


G333CAAN3 AACCCCANCT 


GACCCNAAAN GTTTAACCTN 


840 




CTNNINCGCC 


GTN0CG 




856 



SO 

(2) INFORMATION FOR SEQ ID NO: 309: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 834 base pairs 

(B) TYPE: nucleic acid 
SS {C) STRANDEENESS: single 

(D) TOPOLOGY: linear 
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is 



20 



2S 



30 



35 



40 



45 



(ii) MOLECULE TYPE: IKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1252RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 309: 

CATCTOCTAT TAGTGSGT.AG CTAGCTAGTC GGCCCOXTG GCQ333DCCG AACTGGTACC 60 

GG3TGCGAGG COGAGTGACT AACACT0CG3 GTTCTrCTGT CTCTTOCCAT GCOGAACATA 120 

ACCATG033A CTTAXATAAG TICOGGCGGC GTGCAGTCGT ATGAQCCCGT ACGAOCAAGA 180 

CGTCCAGCAG TTTGCAGCGC CGTAGTCGGG GOGTTGCAGT TGTCTFATATA TTOXACCCT 240 

TGCGAACTTG GACAGCajTA TQCTGGAGGC GGTCAGTAGT AAGCAGGW3C 03G7IGACTCA 300 

AAGTAGAAGT 033A3TGTAA AGGACAACAG ACCAGTGGCG GTSCGGACAG CSGCGGGCCA 360 

ACGTAGTAAT AAAATATGAC GAGAGATATA CAGAACCACC TACTCTTCGA GAD3GCCACG 420 

GAGGTAXGA ACAAG3TCGG GGGCATCTAC TOGGTGCTGA KJTOGAAGGC AC03GTGACC 480 

TGCGCTCAGT ACAAGGACCA CTACCACTGT ATTGGGCCOC TGAATCCAGA CT03GTQCAG 540 

ATAGAAGIX33 AGGCGCTGGA CTGGGAGGAT GACAGCGTGT TGGACCCGOG AGATTGCTGC 600 

CCGGTAAAAC GTCCCCTGCA GCACATCCGG AACCOCGCGT TGfiACTCCGT ATATGCCQGT 660 

OGTTN3TGAA GGTNCCCCCG GTTATCTTGT TCAAOCTGTT CCCGTACCCC OCICCTCCAC 720 

AATTGAAGOC ACCTGTTGAA CACTGCGGAT CCOCOCOOOC CAAANAACCA NAAACAAAAC 780 

CCATCCGTTA GGTNCCCCNG NCITTTXCCG AAATTAANGC OGANCOOJC TCAN 834 
{2) INFORMATION FOR SEQ ID igO:310: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 858 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM. PAGL252UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:310: 

GATCTTTATC GCAACWTTCT OGTTCTGTTT CGAGTTAOGG GCCTOGCQGA OCACACCGAA 60 

50 AGD3CCAGCT CGGAGTGTTT TGCCGAATAT GTAGTCGGCT TT3TTCACAT ACGAGGCTGG 120 

TTGACCTGTC AOCTTGTGGA AGAACTTCGT CAACATGTTG GCCTGAGACG GAQGACGATC 180 

CTGGGGCTTC GATOGGTCTT CGTCGTGCTC CCC7ACACCC TTACCGAGTT TTCCGGTGGA 240 

55 ACTAGTGAAC ACTGCCATAG CCTCGCAGTT AAAGTGATGT G3CAATATTA TATTGTAGTT 300 



653 





EP0 866 129 A2 


- 




'i'lunLTnT criuwiun' tivkjjl'IUX gaiiauxcac uAOJiUAAsi' ri'iv/iwacT 


360 




TCACAGATCC CAQCACTOCX: ATCACGACAG ATGIT3AAGA TCAAATl'lUU CAQOTBCATG 


420 


i 5 


ctocatjuiu GToc'i'iuj^i' ;/iiA;mx' (JX'iaagttc caaciacatt gtoxcatix: 


480 




ACTCAGAAGT ALV1 LUL» ITA AGCTCACTAT GCGCTTATTC COGAOTCAAG CCGAGCATTG 


540 




TTACAGCAAT GATGAGAAGA OXTATTGGT ATGTTAACAT AACGCCAGTA G'lUlTATATT 


600 


i 10 


TACCACTAAC CATAGAAAAA GTACAGAATA TOCGTAGCCT ACGAACTGAA TGAATATNIT 


660 




Gcrrcccac ccocj^xnta taccaatcaa taataaattg gauttoctaa tatctnoccc 


720 




ATATOCN3CC G3XCC0CGA NNOXTNCAA CTTATIGGIN CACNCNGCCN T3CCMXTJCN 


780 


IS 


TTTINTITIN TOW33AAOC CCCOXCCGT CATCNTCG^ TGtfrTINAANA TGAKTACOCT 


840 




cccttgttiuc: cocnccct 


858 




(2) INFOEMATTCN FOR SBQ ID N0:311: 




20 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 841 base pairs 

(B) TYPE: nucleic acid 

(C) STOANranNESS •■ single 
<D> TOPOLOGY: linear 




25 


(ii) MOLECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG12S3UP 




30 


(xi) SEQUENCE DESCRIPTION: SEQ ZD NO: 311: 






GATOCTAACC AAGCTGATTG ACTCCAACTT TCCACTIUUU ACAT1UUACA AUJIGTiUJA 


60 


35 


GAGCTCGACG GCO/1UJJJ3 GTGGTGXTC CATATTG3GA 1CAGATGGTG GGTGTACAGA 


120 




CACCGAGGCA TTXX3GACATG ACCGAAAACG CAAGAAGITG GAGO0003CT TCO033CGCC 


180 




TCOOCCGAGC GTGGCACTCG GOXO330CA TCGCCGATAT AAITCTGAAT TQ30CCTCAA 


240 


40 


CTACTTOC02 G\GAGZAACG 032AODCZCAG CCTGATTXTC CCOCAGGIQC AOCAGCQCTC 


300 




GAACACAGCT CCTCGACAAC AACCCAGACA ACAGCATAGA CAACATG33C! AGGCCGAGGA 


360 




AA0333TTCA CCACCAA3GG CTCTT03TTA TCO^CCTCCA ATGTTAATGA ACAGCAATIA 


420 


45 


TACAITCCCT GOCX330COX AGCAGOCGCT CG3CCCGCAT CCACAATCGC GTGOCTCGAC 


480 




GCAGCAAIxrr GA1GICCCAG CTAOX*TCCC CGGAATATCG GCGTAGCACC ATCGTCCCAA 


540 




ITIUJUALHU CXJX'CACTJUU IXaflLTAb'lLT 'lTlUlULAAA CATCAGCCTC ATCACIXX3ZA 


600 


SO 


GCCTAATCAG CTGCCTACCT CCCATGCATA TT7TACAACAG ATHUXTAC TCCAAIAGCC 


660 




CAGTIUIGAA GTCIlSCJTtX" TfACGTlULX* COCTTCTXXCC TTOXCAATN TATCCTTCTN 


720 




NNNAAAACCN AACCCNN3TT CtCCTGTGCC N3AATTTCTA CTTTTACCGT CCGTIATTCC 


780 


ss 


NTAAATCATA ACCC3GTTCA ANAACCCITT CCTIGACNAT ATCNCATTGN (XNANOCCNT 

654 


840 
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C 841 

(2) INFORMATION FOR SEQ JD NO: 312: 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 842 base pairs 
<B) TYPE: nucleic acid 
<C> STRANDEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TfPE: ENA {genanic> 

(VT) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1253UP 

IS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:312 : 

GATCGACGAG TICGATGTTG AGAOGTICAA GAAGCTGTTT GCGAAC7GCA TTCGCAAGGA 60 

TGTGGATGTG CGCGAGGTIG TCGCGGAGTA CCGACTGATA GTCCCGTGTG AGGAGCCGGG 120 

TOn7ID3X; CGCGCX3GCGG CCGGTGACGC Q3CGGAOXG GAAACGGAAC CGTITICGCA 180 

CGAAGAGftGC AAAGAGATTA GGATCATTCT GOCTCCAAAG CCAATTGOGA TIGAGITTGT 240 

AAAGAATGTG TOQGAGAACT GCTGTGTGCT GTACCGTTTC TATCACCGCC CGACTTTCAT 300 

CAQGAAGCTG GACGACCTGT ATGAGACAGA CCCGCGTGAG TACACGCACG AGCWXTACG 360 

CTTCTTGCCG TTGTGCTACG CTGICATGGC AGICGGTGCG CIGTTCTCTA GCTOCATGCT 420 

CCCTGGICGG GGAAGCGAAG ATGCGG3CTC TGCAGGCAGA ATAACAGCGG CTACATIGGC 480 

GGATACGGAC ACACGGCACG CTTATCTGCA CGACGAGQ3^ TACCGGTACT AIGTG3CIGC 540 

GAAAAAGCTA GTGATCTCAC GAACGCCCGT GACACCGAGG CGAATCAAAC CTTGTTCCCG 600 

TITCIGTTCT CCCAAGTICC GCGCGGTCNC CCCGGCATCC GTITITCTGC OOJ3CTft.TNA 660 

ATTCOXXCN OCTNNAGAISrr CCACCCACCC CCCCCCGANA ANTAAAAAAA TITCCCCCCC 720 

CAACCOT^AN TCCCNCXXCG mTTACCCCC CTTANAAANG AGG'ITJ'ITIA AACAAANCGG 780 

GGNGCOCXNC M2CCCCQ3^N O^JNACATCC CCOCOCTAAA TCDGAANATT NMXGAAACC 840 

GC 842 
(2) INFORMATION FOR SEQ ID NO:313: 

{i} SEQUHvJCE CHARACTERISTICS: 

(A) LENGTH: 836 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
CD} TOPOLOGY: linear 

(ii) M3LECULE TYPE: DMA (gencrrtic5 

50 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1254RP 



30 



35 



40 



45 



ss 



[XX) SEQUEMTE DESCRIPTION: SEQ IDNO:313: 
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25 



GATCGGCCAC ATTCTCCCTG A333ZTATCA AGGOGGCCCA ATTUXTTCG TGCAAGACGG €0 

TGACGACATT GTCATtGACG COSAGAACAA IGCCATCAAC CTTXTTGTGC CAAAAGAAGA 120 

AATTGAGTtG CGOCGCXX7K: GCTO3ACCCA OXOXTOZA CQCTACAAGA GGGGCAG3CT 180 

CXXCACCTAT TCTAAGTTAG TT7TCCAACX3C CTCCAAGGGT TO1U1<LT1US ACAGOGACGA 240 

CTAQCAOCIC GAOQCAAGTC ACTATTTATT AACAAGATTA TGTATATAAG CAGCCCOCCA 300 

TGTCCATTGA ATGGACCGCA TATCTAACAA AAA3XGAGGA TOCTICOCTA TCGTCTACAA 360 

ATCICAQ3AT GTTGAGTAGC TTTCAGGTCT CTGACTGAAA TAAATGTTGA ACTTTGATAG 420 

TACTTTTATC TTTGAAAAAT TTTAAAATTT TATTGTAIQj CTC7FCACCAC GAGTACTX2AT 480 

CTTCACCCGA CATTA0337T ACCIGAAGAG CTEATCTATC GATAACA3GG CGACTCAOGA 540 

GGCQGTATTT ATCGGGCGCA ATAGGCAGAC GAAGGTTQCG GACTiCTATT TOXGACCAA 600 

GACTGTCCAT TO3ACTGGAA AGTGCATCCT CTATGGAATC OSTTGGACGA ACTJCATO^C 660 

a^mmx cattgaagx arAACOCGA gotactcggn aatttatggg gcnaaaaact 720 

TTTGGTCACN CTGNNCGAAG CACAATNC7IT C03CAAGNAA t>AAAAAN33A AT1X3NCCNAT 780 

TTOGAGXCN AAACCINTAC NINXNIGGN GMrrXTZAMT TCOttJTTCCN AN3TCN 836 
(2) INFCRMATICN FOR SEQ ID NO:314: 



(i) SE&JSUZE CHARACTERISTICS: 

(A) LETC7TH: 850 base pairs 

(B) TYPE: nucleic acid 

30 (C) STRANDELNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LETULE TYPE: IHA (genomic) 

(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1254UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 314: 

40 GATCTCT3GT ACCCCAGCAG CCCTGGCGGG GACGIGGCAT TG3IGACTTC TCCCCCAGGT 60 

AACCGGGTGT GC7CTCAGCC GCTTCCCCAC ATTGAAGTTA AGCTTGTTAG GGGTACTCCG 120 

CTTCATTTTC TGTGCCOGGT OGACCGGTAG CGTCATAGTC CCGCCGTGTG GCCGACCGCG 180 

45 GGCCGCCATC ^CAGGTATCT ACAGTTCAAC GGCCGCGTCG CGATOCCAAG COCAGTCTOG 240 

AATCTCGAAC GGTGCTACAA AGAACGGATG CGTGGCAGAT CGAAGCTATC GAGAAGGTGG 300 

TGGGGGAATT GAGTGAAAGT ACACGAAGGC AGGGTGTCAG ATCTCGTACC TCTOGCATAC 360 

50 AGTACGAGAA GGAGICGGCG ACGGTGTTCA GAAATCAGOG CAGTCTOCAG TO333GGAAG 420 

COTGCAAACG GAACICGGAA ACAATCCGAC GGACCEACTG CCAGGTGCAA CCCCTTTCCA 480 

CG3TSTCACA GCTAAGATGG TGACTGGCCA ATAATTTCTC ATOCTGGTAT TCGTGTGTCG 540 

55 ACGATTATCT ATTGOGOTCA OOCGTTCATA TITPOZTGCG CTGCAAACGT GGTGAGATCA 600 
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45 



50 



ss 



CGATTC3CACT GTATATA'TCA T03AGTAATT 032ATftCACT GAAAATCNTA ATAATCAATA 660 

ACCCAT3CCM <INACTCGNCA ACTTCMDCNC TTCNXTCCN OGTCAAATCC CCTICACTAN 720 

TTTTITICAT TTXCCATTT*J ACCGAACTTT AO^AAINATG CAATGANAAC CNCCCCTCCC 780 

AAACCTANAT CCTTTINITN N333TCCCNN AOGTIWX3J TTOCN3JCNA NXO^JCTTIN 840 

ATTO2AANAC 850 
(2) INFCRMATICXJ TOR SBQ ID NO:315: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 827 base pairs 

(B) TYPE: nucleic acid 
, s (C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

<ii) M3LECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAQ255RP 



(xi) SEQUENCE DESCRIPTION: SEQ ED MO: 315: 

25 GATCGTX7ICG TCAGGGTGCA TTGCAGTO33 CCTGAAGACG GTGOGGACTG ATOG3CGGCC 60 

GAAGAAGCTG TQ3CAGCTAC AGGCGATTQC «XTGTGGGT CAGGGCCGGC TTATTOCGOG 120 

GIG3GACTOC CTCTICAGAC CG1TCAACGA GAAGATIQCG CAGATTTTGT 1GACACGGAA 180 

30 CGACATAGTT C^CTGGTCGC AGTATAAGAA CGCGCAGAAT AOGTTCCACG AACTGCK3X 240 

GATt333CGTC ACGCCGAOTG TGAACGAGAA CGACACGCTC TCAATCAGCG GAGTGAAGTT 300 

T3303ACAAC GACACGCTOA GTGCGATCAC AGCG333CTC A1C03CGCAG ACTACCTOTT 360 

35 CCTGATGACG GACGTGGACT GCCTATACAC CGACAACCCG CGGACGAACC COGATGCAAA 420 

GCCGATC1TG GTGGTOCCQG ATCICTCACA COSACTOCCC GGCGTGAACA CCVCTNJT03 480 

GTOCGGTTCA GGTGTGGGCA COGGCGGCAT GGCGACGAAG ATCCTTGCTG CAGACCTGGC 540 

40 AACGAACGCC GGGTGCAIAC GATTAITATG AAGAGTGAG2 GGCCGTCGAC ATOGTGCGGA 600 

TCGTGGAGTT CATOGAAIGG CGCAGCAGTG CNJTOONJTT 1UIGCTGACG CGAGACTTGC 660 

AGACGGACGA GCTGAATITG TTOCAGAGCA 033CGTCCCA CIT^CACACGC NCTICNTOCA 720 

ACTTTGCACC TCCTGAACNA CNSATTCNTG ATCCCNCGTC TGTGACNCGG r^XTTAICTAA 780 

CAG3GGCINA GGCCCCCCCA AACAACTGNT CCCAOGTTNT CCGTCAG 827 
(2) INEORMATTaa FCR SEQ ID NO: 316: 



(i) SEQUENCE (CHARACTERISTICS: 

(A) LENGTH: 836 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEIHESS : single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE : CWA (gencmic) 
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<vi) ORIGEslAL SOURCE: 

(A) ORGANISM: 1256RP 

(XI) SEQUENCE DESCRIFTTOsT: SEQ ID NO : 316: 

GATCTAATO3 CAT7CTCCCT ACCAAATGGG CTXAATTGTA TATKXTGAT CTICCEACAG 60 

GC*»CTGGTT TACQGATOCA OCGAAGATCG QGftGAGTTCA Q CTCTTO STA TIOXGACAT 120 

TCK7TCGAAA ACACCA3CTG CAAACTTGAG QCCATATtTTC ACTGTCATCA CAGSTCCACT 180 

TATCCGTGTT CCTGSCGAAA (33TCTAQCAG TGATATTAAG GCTGCTATCC TATATGCCCT 240 

AAATGTTCTC TTTTCGAACG TTCCACAATT CCTTXQ30CA TTCATACCTC AACTACAGAG 300 

AACATTTGTT AAATCICTTT CCGACTCAAC CAATGAGACC TTAAGATTGC GQ3CCGCGAA 360 

GCCACTAGGT ACTTTGATAC AATATCAACC AAGAATTGAC CXHCTGGTGG TGGAGCTAGT 420 

AACAO30GCT CAQCAQ3CCA CTGAAAGGGG AGTAAGGACG GCTATCTTGA A032ATO7rT 480 

O^AAGTTGTC TCCAAAGCTG OCAGCAACAT AAOCGAAGCT TOCAAAGCTA ACATCATTAG 540 

ACTTGTGGAG CAAGAGATGG CATCCACAGA CAGCAAGTrT GCAGTCGCTT ADGCCAAGCT 600 

TCTAGOTGCA CTTTCTGAAA TT3ATCTCTOC CCAGGAGGCG CAGACCATAC TTCACGAAAA 560 

C7TCXTTGATC CAATTTTGAA CANGCACNGT AAATTGCCGT OGACXCCAC TCTATCCTHSJO 720 

TACCCCTGTA CNITCTCCCG CCATNCACCN ATJ-7ITGACTN TTtCTGGTGC AOXATCNaJ 780 

ATCCTTCCKN CACAOGTTIN CCCNTNSrar TCCCCa-NAA NGAAAGTNAN 03XCC 836 
(2) INFORMATION SEQ ZD MO: 317 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 841 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LTJA (genonic) 

<vi} ORIGINAL SOURCE: 

(A) ORGANISM: PAG1256UP 



4S (xi) SEQUENCE DESCRIPTICN: SEC? ID NO: 317: 

GATCAACTGG TOGGGCQ33C TGC^CCACGC CAAGAAGAGC AATCC7TCGG G3T1CTGTTA 60 

CGTGAACGAG ATTGTTCTGG CGATTCTGAA TCTGCTGCGC TACCACCCAC CCCTTCTGTA 120 

$0 CATTGACATT GATCTGCACC ACGGAGACGG TGTCCAAGAA COkTTCTACA CTACTGACCG 180 

CGTGTTCAOG GTCTOGTTCC ACAAGTACAA TGGTGAGTTT TITCCGGGAA CGOGGGATTT 240 

GGATGAGATC GGATGCTCGC GCQGCAAGCA CTTITCGCTG AATGTGCCGC TCAATGACGG 300 

55 CATCGATGAT GftTTCGTACA TCAACTTATT TAAGAGCATC ATAGACCCGC TAGTTACATC 360 
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ATACAAGCCA ACAGTAATTA TT2AGCAAT3 TGGW3CAGAC TCTTK3333Z ATGACAGACT 420 

ggsgtgttic aatctaaata tc^gagccca cggcgagtoc gtcaatttct GAAGTCGTTC 480 

033ATACCTA TGCTATGTGT CGGTGGK3SA 03TIACACCC CCAGGAAOGT GIU3G3GCTA 540 

TQGACGTACC AGACAGGCAT CCTTAAIGAT GTGCTCITAC CITCAGATAT CCCAGAAGAT 600 

ATTCOGTTCC GCGAATGGTT CO^ITCAGAC TATCTCIGCA COCGGTCCTT GGATCftNTIN 660 

TCCAAAATAA AOCCCAAAT TACT3SANAA NATACGINZG GWTTAAAAN hTTAAATWTG 720 

CMJ333XAT lTIGrOTIGA NT^ZGAATAItr CIGCAGATTT CCCJTrTAACN AAAAAAAAAT 780 

GAT333AANA ACCAAAANAT M2CTTGNIAA CANIT'IAAGAA NTTltMCGNN ACTTNTrANT 840 
C 

(2) INFORMATION FOR SFT> ID NO: 318: 

(i) SENTENCE CHARACTERISTICS: 

(A) LEWJIH: 841 base pairs 
20 (B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLCGY: linear 

<ii) MOLECULE TYPE: EMA (gencmic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1257RP 



IB 



30 



35 



40 



45 



SO 



841 



<xi) SECUENCE DESCRIPTION: SEQ ID NO:318: 

GATCACIGGT GTCACCAAGG GCTACAAGTA CAAGATGAGA TAIGTGTACG CGCA 'l ' iTlC C 60 

CATCAAGGTC AACGTTGTCG AGAAGGACGG CGAGAAGTIC AITGAGATCA GAAACTACTT 120 

CGGTGACAAG AGAGTTAGAG CTGT3CCTGT CAGAGAGGGC GTCAQCGTOG AGTTCTCCAC 180 

CAACCAGAAG GACGAGATIG TTTIGTCCGG TACCTOCA'IO GAAAACGTTT CTCAGAACGC 240 

TGCIGACATC CAGCAAATCT GCCOTGCQG AAACAAGGAT ATCAGAAAGT TCTK3GACGG 300 

TATCTACGTT TCTGAGAAGG GTCTCATTOC CGAGGAAGCC TAAGTOCCTT ACTCACCGTA 360 

lOTCATAAA TAATATGAGT ATTATGTAAT CAAAGAACTC ACIOCTITTT ATIT33TGGTG 420 

TTTDCGTCAA ACGCTCTTAT TAGCGCCGGG GTTAGAGTCT GGGAATACTG GOGTTATATG 480 

CTTTAGAAGT TATGTTAAGT AAATTTAATG TCCTAIGAGG GCCACAGCCT TAOCAACTAG 540 

Giaaa3TAC TCCTTTAGCT TGCCACTGTT CTGGAACAGA AGATATATTT TAICTGTCTC 600 

CTK33CACCA TCGTAGACAG GTTCACCGCT TtXTTGCACG AACGATGGAA CGCCAGCTTT 660 

CCGCGGT33A AGTTATAGGA ATTATGGATT CCAATGACAG TTCGTGIGTT AACNANCCIG 720 

ATITGICCAN TTTCCCGTCT OT^AAGCTNC ANTC3mcCN 1GACCNAN2A AACC0333AN 780 

ACCCCTAGGG CTGNNACGCT TGAATOCWT AAAANANITr CNTTGANAAA N^ATTGNIAA 840 

841 
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(2) INFORMATION FOR SEQ ID NO:319: 

(i> SECUENCE CHARACTERISTICS : 

(A) LEMjTH: 856 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) M3LECJLE TYPE: ENA (genonic) 

10 (vi) ORIGINAL S0URC2: 

(A) ORGANISM: PAG1257UP 
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(xi) SEQUENT DESCRIPTION: SEQ ID NO: 319: 

GATOGGGCCG CICACACACT CAGGTSCCTC AAAGGAAXAC GAGTTTGTCG CAOOCTTCCC 60 

GTGTCCAGAT GCACAGAAAA TCGATATGTA (^TCAAGGAG CCGCAAAACA AGTACCTCTT 120 

TKX3GGAACA GAGTACACTT TCCAAATCAT CTGCAGOCCT GCAGACGGCC TCACICACGA 180 

TCCATAOGAC GOXAflGOCG CTGCGCCAAA TG1GATAGTC GTOCAGTCCC CATCCGGCAA 240 

GATCTEACCGT CTGAAAAAGO OG3AATOCGA TGTCGAATTT GGCGTATGCG AAOCTfOOCT 300 

AAAAGTOCAC GAGCCAGGCG TCTGGCTGGC CCTAATT2CC TCTGAGGCAG (JlULUUbTT G 360 

GTGCACTTTC GCGAAGPGGA TCTGTIGTTTA ACACCTAGAT GCTACACAGT CATCCACCCC 420 

AOGAAATTAA TAGATAGTAC GGGTACATAC AAGCOCTATA GTTTCTTAA'? ACACTTG0OC 480 

TATATTGAAT ATGTCTAGGA AGTATAT333 CGAGGCACTT TCAAAATCGG TGAAAAAAAA 540 

TrOuXXCTT O^AAATCCAT GTTTmTCAG CTTRAACAAT ^CTOGTTGT^ GAAGAACAAT 600 

AOCXTIGCCAA QGAAAIGTCA GGTACTCGAA CCAGCTCTCA ACAGATTCTT AAAGATTGCC 660 

AGTGTTGTAA CCGAATCCAC GTTCGCTGAA TGCTGGGACC GACATCAGAC CCTTGCATTG 720 

GTACAAAATC AGICTATACC i^GAGCGGCT GTNIGCCCNA AAAANAAANA OCACGGAAGG 780 

ACNGATTGTC ACTTGAACN3 AGNCAATGTG TTCNGTGACG OGGNTNTTTC GNITCAAGCC 840 

CCAAGGACAA NAACGC Q56 
(2) INFORMATION FOR SEQ ID TO: 320: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEWESS: single 

(D) COPOLCGY; linear 

(ii) MOLECULE TYPE: DNA (genciaic;) 

(vi) ORIGINAL -SOURCE: 

(A) ORGANISM: PAG1258RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 320: 
GATCCAACCT TCTACTAGGG TATITITCCC TACCTCAGCC TGCAATTCCA TGCCATCGCT 60 
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AACCAAGATA ATATTCTCCT CCMJTPGATC CATATTCTCT CCCGftCTTOG CACTAATOGG 120 

GAT3ACTt33C ACGTTTCCAC CCAGATCTIC ^GCATCTEftTT TCATOOTGTA OZAAATCATT 180 

CATTATTTTC TTCATCACAG TTTOCTITIC TITIGCCGAC CGGAGTI'ILT CCACCTTGGT 240 

TAT330GACA ATCAGCTCAT TCCCKJATTT TirGACAIGC TTAATOGCTT CAAF33TCTC 300 

GJJITTAATT GAGTCTTCGS CAGATACTAC CAAGACAACG ATATCOGTAA TATICGCGCC 360 

COjriOCCTC ATCTTCAAAA ATOC7IT03TX3 CCC333OTA TCCAAAAACG TGAICTTCCG 420 

CTTO3AAACA GGTGTGACAA (XTQGAACGC AOCAATGTGTr TGTGTAATGC CACCAAACTC 480 

CT3CGAAACG ATOCTCGACT T0O3CAGATA GIO^AATATG GTO3TTITGC OGTCATCAAC 540 

GTGACCCATA ATOGTCACAA CAGGTGGOOG GTCCTTCAGG GCCTTCGGGT CTGCAGGCIG 600 

CTTGAATTCA TCGTAAACGT TCTCCGGAGT GACAATTCOC TODDGGAGGG CACJTKXTESG 660 

CTATCTOCTC CCAATATAGC TCGATGTAGT CTCCTGGAAA TATGTAGTCC GCCIGGCTTT 720 

TCAA 724 

(2) INFORMATION FOR SEQ 3D NO:321: 

(i) SEQUENCE CHAFACTERISTICS: 
25 (A) LENGTH: 853 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii> MDLEEULE TYPE: DNA (geneinic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG125SUP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 321: 

GATCCTGTTT ACAACTAAGT TO3CZATCO0T ACCAGGGGAA AATATGAAAT ACCAAGTGTT 60 

GTATTOCGAA CGCTAGAATT CTTGTACAAA AACCGCGGCA TICAGGAAGA AGGTATATTT 120 

AGGnTAAGCG GATOCAGTTC TCTCATAAAA TCTITGCAGG AGCAATTTGA CAAAGAATAT 180 

GACGTOGATT TCTGCAATTA CAACGATAAA GTTTCTGTCA CACCAGGAAA OGAAAATCAG 240 

GOCGGICTCT ACGTOGATGT GAATACCGTT TCAG3TTTAT TAAAACTATA CCTAAGAAAG 300 

CTTCCTCATA TGATCTTTGG GGATGCTGCA TATATGGATT TTAAGAGAAT CGTGGAAAGA 360 

AACGGAGATG ATAGCAAACT AATAGCACTC GAGTTCAG33 CAITGGTTAA TTCCGGACGA 420 

ATTOCCAAAG AATA1GTCQC CTTAATOTAT GCATTGTTCG AGTTATIGGT GAAGATCACC 480 

GAGAACAGCA AATATAACAA GA3GAATCTG G33AATTTGT GTATCGTATT TTO3CCAACG S40 

TTGAACATAC CCGTGAATAT ACTACATOCG TITATCACTG ACTTTGGtTG TATATTCCAA 600 

GATAAGGQQC CGATGGAGAA D3GACACGGT CAACATACAC ATCCCGCAAT TTAGTTCATA 660 

CTAAGTAAAA TACTATIAAC TTAGAATATG TGATAAGTGT TTTAATTAOsI TAACTTGGTA 720 
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tt?«ctocnat totniaataa ttgaatatca atgottatt mcTCTNANi caahttotca 7 so 

CGATT33ATT TACACOJGCG TCTGTAANGA CNTCTAGCTT G3TCAICCCA NTTCTCANTT 840 

NCTCCCQCTT NCA 853 

(2) INFORMATION FOR SEQ ID NO:322: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 836 base pairs 
(B! TYPE: nucleic acid 
(C) STRANDEDNESS : single 
(D! TOPOLOGY : linear 

(ii) MOLBCULE TYPE: ENA (gencxnic) 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: PA31259RP 



20 (Xi) SECUENCE DESCRIPTICN: SEQ ID NO: 322 : 

GATCACA03A ATATK3CX33G AGTATTTCTC CATCGTIGQC CGCAACGOGG CCTQ33CATC 60 

COSCGTGAGC GATT033CCT CGTT3AIGAT CACACTOTIG TAOCTCCGCG CTKXCCCCTC 120 

25 CGATCCGCTC TGGAAATOCA OCTQCTCCAT CTOCOZAATO TOCTTCAACA ACTCCTGAAT 180 

CACGATCCGG TCATTGTGCC a^VTGTCGCT CQ3DJTOATC TCGATGTGGT ATOCQ L TGCT 240 

GAOGACGTTG AGCTCGAOCT TCTIGTTAGA TGGCGTAACA AATTOCCGCA CATCAATCTT 300 

30 TAATTTGTAT ACfiCCTGCTC CAA»GATACT TOCAM33AQC CCCATOCACC CTGTCTlLTr 360 

O0CACTTOCA TIOGGCOTOT AAAGTAAAAT ATGCGGCAG3 TOCTTCGCAG AACCTQCTAA 420 

AOCXTO3AGC TCCTTO3TAA GOGA30XGT ATGTGAAAGG CTOtJIGAACG ACITOX3oTCT 480 

ATOCTTGTCA AOCCAAAGTG ACATATICCT GTGTATCCTG AGATGGOCTT TKnGKJITC 540 

T?<33GAAGGT GAGCAATTCA GTCGCAATTA AATTOATTTA GATTCG03TT TITOC^CAAA 600 

AOSATATOCC CTCAGTAAQG CCAGAATACA TACACGTACT T03CCIACTA CTTTTCAC^G 660 

AAGTAAACCT CTCACGAGAT CQCTOGW3GA GATG3CATCT ATATAACCCN CAATTACTCT 720 

GATCCNAAAA ATGTTOCACC COTQXTi'IT TAMTON3TC GACAACTAM^ AGftGCCTNTA 780 

TCWAGTCCAA ATTTOTXAA ANCT39GAAA AOCTININCC CTGoINTATN AACACA 836 
(2) INFORMATION FOR SEQ ID NO: 323: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 851 base pairs 

(B) TYPE: nucleic acid 
SO (C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 
SS (A) ORGANISM: PAG1259UP 
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<xi> sequence description : seq id no: 323; 

5 g^tcacccoc caaattiaqca ataacicgaa aactx7kxxx agtacctttc aacocgcatg 60 

aacctaacgg cc03cagcgg tcah2x7tac tcgact3cct tkjtatccct cacact3cgc 120 

ctcticgtgt cccgcacgtc cttgttgatg gtagco3cgc g3cccggTO3 atctaagcgc 180 

7c * aogtctcnt gtacgto33t ctcacgtoca catccttcatc catccxxttg cgaatgagta 240 

gatcagcaq3 gagaccatgc taggcag33c cgttg3333a g3to3aaa03 tigcagcatt 300 

gagjiggagc accaagatga catcacagga tagtagto33 aagaaagagc tatcigcagc 360 

15 gtacagcgta gtcj3atgagc oggittogcg cagcatogaa ciaatgcggac gi^gaaggtc 420 

ggaggttcta tjult1u30g tttctaaact gaaaccdxg iccgatck33 cgatactgta 480 

cgaagaaatg g30cto03x actttggaga gaactacgtc cag3ag7p33 to3ggaagqc 540 

20 aco^gagctg ccqg3cgata tccagtggca ctitato333 gcoctocaga gtaacaagtc 600 

caag2acctg gcgaagotag tgaactgcat g033to3aga ccatcgacic (xtaagaag3 660 

cgcg^agct gaggag32cg tgzgaagttc cagccgagcc cxxozatctc tgttacarig 720 

25 agtgaacmct cttxx^acnc aaagm-tjitn cn03atgagc nao0gt32ac tctcaitctt 780 

ctnccaaaac aaaccttccc tozccgacga taaatogicc t33accctcc ccgdgaaggg 840 

aaccgatccc c 851 

50 (2) information pgr seq id no: 324 : 

{a) sequence characteristics: 

<A) LENGTH: 832 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
35 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1260RP 

40 



(Xi) SB^OENCE DESCRIPTION: SEQ ID NO: 324 : 

CATCCTCAGA COCIXXGCAA GAAGCTTO30 CTGAGACAGT AACGAIGTTT GCCGAGGTTG 60 

TGCTGEATCA CAGTTGAGCT CTAGGTTGCA CTITCGGAAA GAQOGCIACC GEAOCTOCAT 120 

GAAAAAAAAG TAAG3CTCAT C7£JTTIATTX AGAGGCAAGA ATAAGTTT33 TAGAGCCTTA 180 

CTTCACAAGC CTO3CTCTAG OGAGOCATAT TATTCTATG3 CCQ3CAAGAG AAGACCGAAG 240 

AAGXCAGAG CTO2ATATCG AAAGTACGIG GCGGGTCAAG GGTTTGT3CA TACCTAOG3G 300 

GITICCAGTA CTGAGAGTTC AGCACACGAT GAAAGCGGTT T3TICCCCGC AGACAGTGGG 360 

GTGCAGGTAT CTGACGATGA TATTGCGAGA CGACTTGTIG ATAIGACACT TICCGCAAGC 420 
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qcagzgtttc o0ggt3gagc oocacccata ccgtatcccg gacactcaat qgigcttccc 480 

tgogagctgc agttttrqgt tctgtocaaa tgcaaaacta ttgaaacaca cticatgcaa 540 

gtgtgeaggc ugiultatat catgtcictg ocattgatct accgagcacc aaggctctcc 600 

agcaagacit ctacaagttt giggagacac tggtgocagc ccgtaaacag aattacd33c 660 

aatattcctc gatctcgacc gigcatgaat aco^wcqc aaaxttt3c caaggtcctc 720 

ccgttqctcc c*cccttgac aitocggccc g^aacactcg tatcccontg aatctiacgg 7 80 

a^jcmwrr gcaaccgatt tgtctnttcc caacgttanc gaacncnttg ag 832 

12) INFORMATION FOR SEQ ID NO: 325: 

<i) SEQUENCE OIARACTERISTICS : 

(A) LENGTH: 846 base pairs 
(B> TYPE: nucleic acid 
(C) STOANDEENESS: single 
<D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: ENA (genomic) 

!vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1060UP 

25 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:325: 

GATCGACCGG CCGCOCACGC CGGTOCCCTG Q3TGAAGTOG CCOZCCTGGA TCAT3AAGTT 60 

G33GATGACG CGGTGGAACG TGGAGTTGAT GTAGCCCGCG GAGGCGTOCT GGCTCTITGC 120 

GAGGGTGACG AAGTTGGCGA C3GTGCGCGG AGCGACGTGG CCGAACAGCC CGAGCAGGAC 180 

ACGGCCCAGT G3CIXX5TCGC CGTGCTGCAG AICGAAGAAG ACACGGTGTG TGACGGTG3G 240 

GTCTGCGAGC QCGAAOGCGC AGAGCAGOGC CTCTGCGAGA ACGAAGAGGA CCTOCATTGG 300 

GGGTG3CTGC G3^33CQCG GGMGCCQCG GGAAAACGCC OGCmTATA GGCGAAAAAG 360 

CT3CTID33C TACGTAGCTA GAGATACAGA GQCGTGGACT TGAGGCTCTG CAGCATCAGG 420 

CGGTCCATCA TCTCGGGCGT CAGCACGTGC GAGTAGCCCG CGGTO30GOC GTQCAGCGCC 480 

GCGGTCAGCG CTGGCGCAGT COCGCTAGAT OTQGTCGTX: CACTGGCCGG CTGCAGGGAG 540 

TICIGCTCCA 033GCACGAA GGCOG03CCC TGGCCAGGCT GGAAGCGCGC CAGACGCTGA 600 

TCGCOOCCAG OGCGGCCGAC AGGTGGAAGC CGGTCGACAG CAQ3CCGTTC TGCACCACGC 660 

TGTAGGCCGT GOCGCCTCTA CCTTOCCCNA ANANGTNTAT CTIGACGCAT CAOOGTTTXG 720 

CCCCCGCTGC TTCCGAACCA AATCCGTCCC NZTEAACCAC CNTITCANX GNTCACTTGC 780 

ACNCTGNXA CACNCTTCNC GGTEACGTCC CAATGCCGTC TCCCCN3GGC GCTTAGCNOG 840 

GCTCGT 846 

(2) INFORMATION FOR SEQ ID NO:326: 

(i) SEQUENCE CHARACTERISTICS: 
ss (A) LENGTH: 835 base pairs 
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(B) TYPE: nucleic acid 

(C> STPJWDEENESS: single 
<D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1261RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 326: 

GATCATAAAC GAAGAATTCC TAATTAACAA TITGTCCTOC ATGTACTTCC TCAGTGAGAA 60 

ATAGCGATAT AATCATTAGA AOTOXC GAGCACTTTA GCAGCACCGC AXOCCAGCAT 120 

AACC0CCTQ3 ACTCAGGGCA GTAXQI03SC TGGCAGCTOG GGACCTCATC GCAGGCGAGA 180 

CAGTCCACCA CIGOGAQCAC CGTAGIATTT ATACITTTCC AGGTTGAAAA ATTTTCGAOC 240 

G0CCCAO3CC GCAGAGGGCT GGA03CGCAT TAGG3CTCAC AQOGGTCGAC TGCCACTGCT 300 

GCCCCAACAG CGC0GO3CAT CTAAOGTGAA ATGATATATT ATACCTTCTG ACTACAATGT 360 

GAAATATACA AAGGTGGCTC ATAOXGCAT TGCATTTATT CAGACGCAGT AOCTCTOGTG 420 

TAGATAGCCT GCTTGGAGTG CTTOGAGATT GQCTTGATCA TGOCCTCQCTT CTCCAAGTGT 480 

CTCAAAGCAA CTCTQ3CCAT G3AACOGCGG ATCTTCAAIC TGTCGACCAA CAQG^CACA 540 

GAGACGTATC TGTAGGTTG3 GACCTCCTTT AGGAJTCTGT CAAGCTTGTC CTGGTCCAAG 600 

ATGACQ33GT GCIGGGCCTT GTOCTTGTOS GACTTCTTOG ACCACTTCTC TTGGACTTCT 660 

TACCACCGGC CATGGGGCGC GCGOCTTCTG GGCCTTAAAN ATNITGTTrT TGGTOCATAT 720 

ACNGTGTGCC CNTATACTGT CCGCACCACT G3CNTCTCIG CGNAGGGTGG TGAGCTTOCG 780 

TACICCNCCC CCTACCCNOC OCCCCNNGNT TGTCQ7ITTC MOCJttMDCTA ANTCT 835 
(2) INFORMATION FOR SEQ ID NO: 327: 



<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 852 base pairs 
(B> TYPE: nucleic acid 
io (C) STRANCEIHESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1261UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 327: 

SO GATCTGCAAC AACACCATTC CATCGCGAAG TCTTTCCAAT TTCTGTTCTG GAATATTATG 60 

AGGAAGTTTG AGAACGATAT TGGGAOCGAT GATGAGGAAG ATCCCTTCCA GATCAACGAT 120 

TTGGACGAGG AGAAGACCTT GCGCAITXTT TCTAACCAAG CCTCTTTCTT CGGCTACCTG 180 

55 ATGGCCGAAG GTCAGGTAAA GTTAGATGTT TTAAAACATG TATCCATTAT GGGGTTGAAC 240 
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TCTGACGG3A GACTTTIOCT AGAGAATCTT CTATITCAGT TTCTGTIT33C CTCA3CCAAA 300 

AAAGCAGAAA CTAAAAAGAA OT^333^AAT ATCAAGGAAT GGTCTTACAG £GATGACTTG 360 

TTGCAQ3333 CCCTGTCQCA TGGGAOCCAG GOCGAAAATA AAAAGAIEAAT CTOCAAATCG 420 

CTCAG3ATGT TTATGAGGAA T3TTAGATAC ACGAACTATA TIVJ3TO3TCA GCC'IUUL'IUS 480 

AAGGAGTATC AACGTGACAT CAGAAGGTTC GACTO3GCCG TTAAGCGTTT TTTGGAACTr 540 

ATAGATGAAG AACTGGATAG TOCAGAITGT GAAGAGCTPC TIGTCACTAG TCTGAATGCA 600 

TATTACGTGT AACATTGAAC ATACGTACTC TATATTAAAG TGGTGAAAGT GATCAGAGTA 660 

TGACGTKXNT GCTTTTATTG CATACCACTT NTCAATTACA CJTTATTCGGT GAAIGACNAC 720 

AAACAN3TTC CATIACTTAC TIL7T1GACNT CGCCNCGACC ACCACCCGCG CCACACCTTT 780 

CTTTACCTEA TAAAAA1CTC CAOTICCGNC GTATANAGCC TNAANAATIC NITCGCTCAT 840 

G33GTTTTGA CN 852 
{2) INFORMATION FOR SEQ ID NO: 328: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 831 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA {genomic} 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1262RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 328 : 

35 GATCTTTGCA CAOGCTGGTA ATGTTTCCCA CTAACTGGTA TITTICCITG TCTAGATAGT 60 

CTOCCGTAAA CACTCCCGAC GTGATCGQCC G33CACGGAC G032ATCTQC TCCAAG3CCG 120 

TCACAAGTTT CACGT1CTGT TCCAGAAAGC ACTCGCGAAC TACTGTCATG GTCACAGGAT 180 

QGTTACGCG AATTCCTTCT ATATATGAAG GCTCGATACC CIGACCCTCC AATTTGTTAT 240 

TCACCTGCGG ACCCGTGCCA TOCAGCACAA TCGGATAGAG CCCCACATGG TACAGGAACG 300 

CCAGOCATGA AGCCAGTTCC 03CAAGTIGT CGCTGATGAT G3CACCICCA ACTTTGATAA 360 

CCGCGAATTG CIGCICCGAG ACGGAAGTAA AGTACTTCAG G1ACTGTTCT ACITCACGCT 420 

TAGACOCAAT ACTGTIGAGA AOCTG3ATCA 033TGGACCG IGTCTGCAGA GACCCAACGC 480 

CCTCGTTGTT CCCGGTICTT GCATAGTTCA GCTTCTJTAT AGCGGCAGTG CTGAACAATT 540 

C3COCTTGTA TGCGGCACGG ACAGCCCATG CCGTCCGGTT TTAGATCCTG CTACCAGCGA 600 

AGCTCTACTA AACAGTAGAG AGTGCTCQCA AGCATCTTGG TBCICCWl'l'I' AICCCAGTCG 660 

CGCGAGTTCT AGCTCTCGAA ACC^^TCCGT GTGGCTTATA GOCTAANTTC TCTICGGTTC 720 

CATAACCACA AACCGTCTGN TTC^rjNITCC TGANITTCAA GACCCCNANA TITTCACAAT 780 
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TINTQCATTT JsmXNaO^IA AQ33TGCNAT TTATTNTTOC AITJCNTTOAA A 831 
(2) INFORMATICS SB? ID NO: 329: 

5 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 665 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 
<D) TOPOLOGY: linear 

10 

(ii) MOLECULE TYPE: LMA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1262UP 

IS 



(Xi> SEQUENCE DESCRIPTION: SEQ ID NO: 329: 
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CATCACAAGC 


TIGTTGAAGC 


CAACTGCTGA 


AAATGICTCC TACGAGAAGA AACGATTCCT 


60 


TCCACTAOSA 


GAGGTGTCGC 


AAATTTTAAA 


ACGAGCCAGT AAGACGCAGA CTACCCCCAG 


120 


CAGAAGCGCC 


AGTAGTTGTT 


ACGAAGCATT 


CCAGAGCGTA TACGACACIT TGAAGAOOGA 


180 


CA3CCTICAG 


AGAAGACAGA 


GACAATCAAC 


ACCAAACAAA CATCGAGAAT CCICACGTAC 


240 


ATGATAATTT 


ACAACACATC 


CAGG033TC7T 


TATCGAACTA CGACACATCG TTTCTCTCOS 


300 


ACGATGAAGA 


CGACTACTGT 


CXXXTCTGCA 


T33AGCCTTT GGACATCACC GATAAGAACT 


360 


TIAACCCGTG 


TCCGTOCQ33 


TAICAAATCT 


GICAGTTCTG CTACAACAAC ATCAGACAGA 


420 


ACCCGSAG2T 


AAATO330GG 


TGTCCICCGT 


GICCOOGAAA TATGAIGATG AGTCGGTGGA 


480 


ciACATTGrrr 


TTGAGCCCCG 


A3GAGCTCAA 


ACTJGAGCGA □32AAGCAGG CGCCGAAGGA 


540 


QC033AQCCC 


AAGCAGCX3CX3 


AGAAGGAGCG 


AAAGGAAAAC GAATATGCCA CCOCAACATC 


600 


TCGCCG3CAT 


CCGCGTTATC 


CAGAAGATTG 


GTATACGTTA TTG3CCTGAA CCACCCGTAC 


660 


CCTAOSAQGA 




CTGTTOCGCT 


COGACAGTTA CTTTOGCNGT INCG3GANAT 


720 


TTACNNATCN 


TCCGTGAACC 


GCAAAAGOX 


CX»TGACCCC NA03GTNT03 ATNINTTTOC 


780 


TTCCCN3AAA 


AAGAC033CC 


cnnttnoggc 


GTGGATGrrNT TITNIGANOS CGNGCJTGAGG 


840 


GGGTACGACC 


NAmraceiN 


TTTTO 
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(2) INFORMATION FOR SEQ ID NO: 330: 

45 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENSIH: 832 base pairs 
<B) TYPE: nucleic acid 
(C) STRANEEENESS: single 
<D> TOPOLOGY: linear 

so 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1263RP 

55 
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<xi> SEQUENCE DESCRIPTION: SEQ IDNO:330: 

GATCGCGCCA TTCGCTTCTG AATGGTICCT CACAGAAGGA TTO3TCTACC AATQ3CATTA 60 

5 GTICAGOGAG GTCCTCOCTA CTAACAGAAT QjICTIGIQS AACTCTCTTT 120 

ACAGTTCATC TATOTITTCA AAATTGATAC TCIGAAAGOG TTCATTTGCG GCGTTAAACA 180 

TACTAGATGT AGTCATTAGG CCQ3CACTTT CTIUG I T AAT ATCGTCAGCT ATCCTTTTTA 240 

'0 GTGCTTCTTC CTCATTTTCA TTO330TTGA ATAAACCTCT AGCTATCAAA AACTCAATTA 300 

gtatcttcct gaccttagta crrocnxxar cigtgcgcct agtcatactc attaagtgat 360 

GACOGWXTT 1TOGACACCT ITGCCAGAAA ACACACAAAA TATTTGACGT TOGITAACGG 420 

r£ TAAATICACT AGGAGGAGGT CTGCAAAATT GTGTGATATC TG3CCIGAGA AAAGAAGTAC 480 

CT3CAGTCAAT GACAAATGAG AGAGCTTTGG ACAAGCCATT ACCAACTCAT ATATK3GATA 540 

AATAGTCAAA TTAGTACAAT ATGATAGGTG AACTCTTTCC AATGTGTCAT TCCTACCACG 600 

CAAAGCAA1C ATATTTAATA AO^TCATCTG TCA3CTGAGA ACATTCACCA AOOTEATCTT 660 

TITAGITTGT TAATTCCCCA ATCATATAAG TATCAATTCT CCATTT1U1A CACAACNATC 720 

CMZTTCTGAT CNNGGANATC CTGATTCAAC CTIATCCCCN aXNSAATGA ACNIG3CCAA 780 

N3ANATTNTN GTTTTTOXN CTTGAAANCT CNAAATOCAT flOCUJULTJ A OC 832 
(2) IM^OKMATICN FOR SEQ ID N0:331: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 851 base pairs 

(B) TYPE: nucleic acid 

(C) sn^ANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1263UP 



40 <xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 331: 

GATCTTAAAA GCTGGCCTCC GCAGATAGAC CT1CTGCGCA GAG3CTGGAA ACCTCAACTA 60 

GCAAGTCGCC ACCCGAATCA GATAAGCACT AGAGTOGTTC CAGTAACAGA GGAAGCGATC 120 

45 AAGGAAGATA GTAGAAGAGG ACACTGCTGC CAGGCTTGAT CGGACAGAGG GTTTAQCTIT 180 

CTGTIGAAXr TTAGAGTTTC GG33CTTTGT TTACTTOGTT TCATTCTTTC GTGTAAAGAA 240 

GCTGTTTGCA GQCTGCCATC ATITGCCAGT 03CCAGGTAG GGTATTGCAG GGCGACGGAG 300 

TCGGTGAAAC AGAGCAGGAC CGAGAACGCC GATAGACAGG CGTTTGITIG TAAGCGGTGA 360 

CAGCTGAAGC AGGTCAAGAG GOCGCCTPGG QCAGGl'IGTG CGGOGGCGGC AGAGCACAGC 420 

AGGGCATCCG AAGAAGGCGG ACCGTGCGGA (^GGAGCGCA OCCQCGCGAA CAGGGGGGTG 480 

TGATGACGAG CGAGACGAAC AACAACAACG C03COAGCTC GAAOGGCGGG CAGCTACCGC 540 
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CATO3333CT T>CCG3CGAGC TaJTTIACGA O30CATTCCT QCCC3CTCGA OCACAGACAG 600 

ACAGCAGTAC 1CCCAGAAGT TTO333W3CG TGITIUXOG TGA0SCCA3C GCCCCAGAAC 660 

TATTTTTCCA CTTACCAACC COXGNAATG CXXXXTACIT TNTIGNCCAA ANftCCATTTT 720 

TOTtf^CAQCN CCQJCTCINC TAAAACCATT TC^IACN33G I-CGAATGAAA TXXXTTPGOTT 780 

TTCCCOCOOC NGAGAACACA TlTl'ICCNCA CTCnGACCCG ANTNtfTTANr CHXCNAACA 840 

ttatttttk: C 851 

(2) INFORMATION FOR SEQ ID NO: 332: 

(l) SEQUENCE CHARACTERISTICS: 
,5 (A) LENGTH: 801 base pairs 

(B> TYPE: nucleic acid 

(C) STRANEECNESS: single 

(D) TOPOLOGY: linear 
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(ii) MDLECULE TYPE: EKA (gencnic) 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1364RP 



25 fxi) SEQUENCE EE9CRIPTICM: SEQ ID NO: 332: 

GATCTCGTTT TTGTAATOCT CTAGCTCATA TTTOTTGAAG GAGAAGOGTG AAAACAGCTC 60 

CTyOJCTCCA ACTACIGCAA AGAATAAAGA CCAAAATATC GCACATAAGA TGICTTOCCA 120 

30 ATTCATTTOG TACAGCTCIA ATACTGTGAA CCCTTAATCT CGO3TA0CCG CAACAGTTAT 180 

GC03CCAACC ACGTTAACCT GATAATGATG TAGGTACCCC GGIGAAAAAA AGAGTATGIG 240 

GAACCCCCCA CCTGAACCAA COGGATGAGA CATGCCAACC ATATOCAAGC ATACTTGACC 300 

3S ATGATGflCGC AAAACTATCT AGCATACTTCA GTCTT3CAGC TGAGACAGGC TTCAATCGTA 360 

AAO^ICCCAC CTTC^CTATr GTCAOGTGfiC AGQCAACATA ATTC&TCTIG TCACTACCAC 420 

CCATACATTT TGCTACCACC CATACATACT AATTAA7T333 GAAAATACTJG OCTOTrACAG 480 

ATTCTKCAT CTOCCTOCCC CAGA033CCG CC<X30CTCIC GITCOCCAGC CCOXXAGCC 540 

G3CCGGAGCC CCACTGTCCT ACIACQCTCT CCCTOTTGGC CCGTO3TIM: Q3CGOCTCAA 600 

ATTACCAANC CTCCAATTTT TCANATTCCC CGACAGTTNT G^CCTNTTT TTTACCCCAA 660 

TTCCGGAATT TOCCTATTAA AN3GTAAGAC CCNNNTTTAC TTTTGTGGAN TAACCTNNGG 720 

CGTNCTTNNG GON^TITrXTT TINITACN33 CCCCNTTCNA OGCCTTTIT33 TTCCCTAAAA 780 

COCGTNAAAA AAAAAAAGAT T 801 
(2) INFORMATION FOR SEQ ID NO:333: 



(i) SEQJEUZE CHARACTERISTICS: 

(A) LENGTH: 832 base pairs 

(B) TYPE: nuc leic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 
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<ii) MOLECULE TYPE: DNA (gencniic) 

<vi) CfCGINAL SOURCE: 

(A) ORGANISM: PAG1264UP 



20 



(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 333: 

w GA1CICATCT ATCACAACCA GACTATGATG CEftCTTOGGG TGACTATGTC TCCTTTOCCC 60 

ACCGGTTC2G ACAACGAGIG AAAGACAAGG ACCTIA3TTT GATCGACICT GGTGACAAAC 120 

GTACCGGTAA TG^ICTCACT GATCTCACTA GTCCGATG33 TTTGAAfTTCA AGCGCIATCT 180 

T5 TTAACCTTCA GAAACTTGAC TTGTTAACTC TOGCTAATCA TGAACTGTAT ACGCTAGATG 240 

TGGITCGCTT GGAATACTAT GGAACAGCAA TCCW3XTGA AAATATGTCA 300 

CA£CCAAT3T G3AAITTATC ACAGAAGATG GGGACGTIG1' ATCCGITCGG CAATAAATAT 360 

AGCTACTTTG AAACGCCAAA CCAGAATCTA CGTGTATTGG OGITCGCATT CATUITCGAT 420 

TTTCCCGTOG QZTQCTAAAA ATTTTTAGjIT A^COCCICTG GCCGAAGPG3 TTAAAAAQ3A 480 

C7ICCTICACC CAAACTCTIGG AAAA3TACCC GCTGACA£GC TICATATTAT AGTItTTCTIC 540 

CXTrCATTTAC CAOIX^CCCG TT3XOAAACG ACA3CTTCTG CAGITACACC AACGACTAAG 600 

GGAA1CTTAC (XCGACACTA TIATCCOGTA CTTCCGAGTG NT^EACTCAST CNGAAAOTCC 660 

OmTTTTirG ANAAAACGAN TOCTTTACCA ACGGCGAAAT TCCTGAAACA T3GAA3CCNA 720 

TCAANANNNG TTTCNCAAGA AACCAAATTT TCCATTCNAT ATGACTTACC CAATTCCTTT 780 

30 

TCCCCTCCNG NTTI4ANACTC CAAATTCCNT CCAAGGAAGA ANANTTWINZ CC 832 

(2) INFORMATION FOR SEQ ID NO:334: 

(i> SEQUENCE CHARACTERISTICS: 
35 (A) LENGTH: 800 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 
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(ii) MXECULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1265RP 



4S (xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 334: 

GATCTMGC1T-' AGAAATAACT TGCATIUICT OZACTKTTTT CTCAEGATTA GCATTTATOC 60 

ATGICACTAG GCATTOCGTT TCAGGTAATG CATlCCCAftC AAGTOGCTTA CGATCTGGAA 120 

SO CAGATTGTGT TCTTTGTGAT TCTGGTQGAG CCCTfiCCTCC AAAAGTTGAA TCTTOGTTTT 180 

CCCOCGAGCA GGAATTGCAT GGACGAGACT TCITGTCAGA CATAAACTCA AGICCCGCCG 240 

CTCTATCTGA CATATCTICC TGACTCTCTT CTGCATACGT G033TTACCT GCCTCTACTT 300 

« CCTCCTCAGT CCCTACGTCT CTICTTGCAT GCATATCCCT TGTCGTCAGA TATGTTTCTC 360 
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tctkxx33ct agasg37tcc tcattigtag gatcttgaac ti&1tattct 420 

ccagc7qcgc actcicttcc aggtttt?\ct tocgatottt atiaajacig gtkttrit^a 480 

tq^itoxtg acttioxta tagxcattc cjttccg3cg& ctk?t3mos *tmqca3tca 540 

gacttcckxtt gjttapj^jjt oi^ctmxc cgtta2tita nzficoxttg 02g33aat33 600 

tftcacm3^ig agteaatctjc mxd^^itoc ccacccagaa 660 

cco-jaacttn oxgccacna ttkxxntcn ccaaacnntt to3ccnaaaa aanaattntt 720 

cccccaaogn tgwiws; ataccccgan atcmm^tain ttct03333n aaotdcom 780 

ATIZCCCMXC 800 
(2) INFORMftTICN FCR SEQ ID N0:335: 



(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 820 base pairs 
<B) TYPE: nucleic acid 

20 (C) STRAMDEENESS: sixigle 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (genomic) 

(Vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1265UP 



(Jd) SEQUENCE DESCRIPTION: SEQ ID MO: 335: 

30 GATCCOSICG 00GCT33TCA AQ33AGCGAC GT03ITGTAC 030CAA33D3 OCCFODXGC 60 

GTICTACCTG 03CAACQ3GC TCAAOGTCAT CAAGoTGTTC CCGCAGTCGG CGATCAAGlT 120 

Q3XTCGTTC 3AGCF33IGA AQ3003Tt3CT G3CG333TTG GAGOXT3CG OCG f *3A0333 180 

35 CGPGCTCTQ3 CGCCIG'lCGA OGTACGTIQ2 G333333CTT G3CG3CATCA TOGCXXACTT 240 

CTCGCTCTAC CCAAJCGfiCA OCITGAAGTT TCOCATACAG IGTOCOO^CC TOGATA003Q 300 

CTO333X33TT CTOCOXTOC TAAICAAGAC G303AAGGAC AITTTACCQ^G AQ3333JTCT 360 

40 GOGACTXTIC TAOCGCCGCC TTGGCGTTOG CATTTTO33C GIOTTOIG TACGCGXQC 420 

TCGACCTCGG CACLTJUJCG GOCUKAAAC GCT3GTACAT TftCCCGTCGC G3AAATO3GC 480 

T033CATCTC CCGAGAACGA AGTGGTCATG AGCATCTCCG TtnoCTOCCG AATGGCGCCT 540 

45 TCAGCCGTAC GTOOGCGCCA G3TGTCTACC CTATCAACCT TCTACNGANS CX2JTCCCM3C 600 

CCCAG34AGT TNTCN3NXC CCCICCTACA AM3-7TTCAAN I N I'1'l U.ljA A AACACCNCNN 660 

AGOCCCCCCC GCTTTTACAA GX7TTOJITCC NACATTGCCA OSINNCCCNC ATCCCACN7T 720 

50 MPnTTTIW: NAAANTTAAA NM2CANCOCC CCNAATAAAG GCCCXTTNTC COCCCNAOX 780 

Q«3AATAAN G3TTO33SCT NNAAAACCAA NACNCCXXXX 820 
(2) INFORMATICS FOR SEQ ID M0:336: 

55 (i) SEgUEMZE CHARACTERISTICS: 
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(A) LENGTH: 819 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEZNESS: sir^le 

(D) TOPOLOGY : linear 

(ii) MDLSCULE TYPE: LNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: I266RP 



(5d) SEQUENCE DESCRIPTION: SEQ ID NO: 336: 

GATCTTATCT GGAACACCCA TTCAGAAOGA TTTATCTGAA TAITITJUCCT TACTAAATTT 60 

TM7IAACCCT OGGCTTCTCG GTACGCGGGC ACAATTTAGG AAAAAnTCG AAATACCCAT 120 

TCTACGQ3GT COGGATQCTG ATOCTACTGA CAAGGAGATC GCTOCTQGTG AGGTGAAGTT 180 

PCKVQPGTTA TCOCAGATTG TCTOGAAATT CATTATCCGG AGAAOCAATG ATATOCTATC 240 

GAAGTACTTA CCTTGTAAGT ACGAACATAT TCTATTOGTC AATCTCTCTC CGATGCAAAA 300 

GGCAATTTAC GAACACTTOG IGAGGTCACG AGAGGTTGCC AAGTPAATGA AAOGTACAGG 360 

GTO3CAOOCA CTGAAGGOGA TAGGTTTGCT GAAAAAGTTA TGTTACCACC CTGACCTGCT 420 

AGATCTCCCG GATGAGATGG COGGITCTAC AAATTTAATT CCAGATCACT ACCAGAAGTG 480 

CTAGTGACAC ACACTCGGCC GDCGAAGAAN TTCCCCTTTT GNATTCCAAC GANACATTCC 540 

ATCNAATTTC OCNATTCCEA GAA03TTTTC N3ITTTAGAA TCCAGOCNIG ATTOJAATGA 600 

AAAAAA3X3TC CCN3AJTK7T ACNNCDCCCC ACCTIOGATT TTOTOCAAAA AA03TONCCN 660 

CCCMXCCCN GGTl'INl'RXJ CANCTGAAN5 NNCCCNGNAA ATTAANNANC TTINAACCTT 720 

TTGAAAATTC CAAAACCCCC GGGAGAATTT NTCNTTTNTT TCCCCCNGGN CN33GNNGGG 780 

NroaXCTTT fXOXOCCTG NGAANTTTGA CCCCAAAGN 819 
(2) INFORMATION FOR SEQ 3D ND:337: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 807 base pairs 

(B) TYPE: nucleic acid 

(C) STFANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) M0LB3JLE TYPE: CNA (genardc) 

(vi) ORIGINAL SOURCE: 

(A) OPGANISM: PAG1266UP 



(xi) SEQUENCE LESCRIPTICN: SEQ ID ND:337: 

GATOTOTCAG CATTCACAGA AACCATCGCT ACGAAAACTT TOCTACAAGT AATCCCAGCC 60 

AOGCGAAGGA CTCCCCGTTG OGTOCTGTAG CCGTOTTOGC AGCGCACAGT TTOCAGGACT 120 

TGTCTrCTGT TGGTCAGAGT ACTAGGCAGG ATGUJ1T1GC TTATTCCAAT CACAGTGTTG 180 
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TQGCTAATCA 1XIQCCAGCCC TCnTACCQC GAAACCCTOT 
OOGASJTIAA CCAGCTT3CTA TCTCAATOZA GCAACTGOCT 
CAGO^AACTC AGTTCTeK33 AATO30GAGA CCCTAACCTC 
AGO30GATCT CXXATCTCTC TCOGAAGAIXj CCOXGACGA 
AGAATGGOCT GAAGIATTGA GTCTAGCX33A CACTCAGTAT 
CACTAACTTG TACTICTACC ATOCGA03GTT TOTTOCOXG 
ATCATCGATT TTAGAAAATA TAAGAACCCC CTT3AAIAT3 

o333Grn3rr gatacccccc ctnioxcoj ctwxnk^a 

GANAAANAAT T021QCCNNC TTQ33TTTXN AANCCCCATT 
TTCCT'NGMITJ TWEAAAAAA AAAAAOCK7IG TIOOXCNAT 
AATTrcCK33 GTTCAACANC COCTCAC 
(2) INFORMATION FOR SEQ ID NO:338: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 792 base pairs 

(B) TYPE: nucleic add 
<C) STRANDEENESS : Single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1267RP 



CCCAGACTCC AOSTTCACTC 240 

TGAGCTTGAT TCTA33VTTCT 300 

TGAAGCAAGA GCIACCCTCG 360 

CAGCCAOGCA AATTCTGCAC 420 

GCQ3ACCT33 ATAGTTTCAT 480 

GGTCTGAACG TTTTGTTATA 540 

AATACN30J ^7^AACCCCC 600 

TIMTACCCC NCGGNGGXN 660 

OCCTTTNNAA TNAAAANTOC 720 

AAOCAAATCC CCNCGCAJ*^ 780 

807 
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(xi) SEDUHCE DESCRIPTION: SEQ ID NO: 338: 

GATOCATTCC ACCQGAXTGC AGCAOCTAGT QCA0TIGGCC ATAOXXXGA TTGCCCTTTC 60 

TTATAATGAA TCCOGGCTTG TAGAGCATCA TCCG32ACTT CACGTGGTAT TGAATAGCTC 120 

CTCATAAOCG CACCGGAAGA TTTCAGGAAT ATA1CTGGTT GTGTAGTGTA GAGGTTATCA 180 

CTGTGGA1TC TGATATGGCT GTTGCAGCTT GAACATTCCA CTAACCTO33 TTCGAATCCG 240 

AGCAOGAACA ATTTTTTGNC TNAANCCCNA NATTTITnJNCC CCTANAATAN TOGNCTNNCC 300 

AAAATCNTCN WTrTNAATT TTTICCAAAA CTTTGTCCGT GACCG3ANTN GAAATGN33S 360 

NAAGTGGAAT GTCCAAGN03 GO^JCQCNAA ATTAGAATTC CAGGGAAAAT TOCEACANTA 420 

NANAGGTGNC AOXNCGGNA ACCCCGGGGN G33M^ACTC GNXCITINA ACCTGNSAAT 480 

GCGGTINTCC AACCTT1TNC CGOGN3GCTT GGCCCCCCNN TTAATNCNAT TACCCNTCCC 540 

TTCnTKIC NAAANMGA*IN CCCCCCQCC GAAA33ITCN TTJfrBSNANCN TAGGAGGOCC 600 

CTTN33TOCG GAA3TN3 > iNN CCTTFCTNNC TOCCCCCCCA AATCCNGGAC CCTGNAANNC 660 

CCTTNITCCC OCXNTTTTAC NNTTTTOCNN QW^NINCTT CCCTTOGOX ATCCCCGGAC 720 

NNNAATP333 GNTTTAANGG CCOXCGGNC CCCCNCTTTGN AAAAAGNTNN GO^NCCCCCC 780 
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OCCCCCCTTN GN 792 
{2! INFWMATTON FOR SEQ ID NO: 339: 

5 (i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 824 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

to (ii) M3LECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGAN! 31: PAG1267UP 
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<xi> SEQUENCE INSCRIPTION: SEQ ID NO:339: 

GATCCGCATC GTnTGTTGA GTCATACTAC CTOGACGCCA TGTTOGCCGA GCTGGCGCCG 60 

CCGOCGAGTC TCGGGTCACT GGTCGGCTTG TGCAACGCGG ACTGTGCCCC CTCCTACTGG 120 

TTGGAGCTAC O^AGGACCG TATCCTGTTC CTATGTGCGA TTGCGAACCT CGTAATCACG 180 

CACCTCGTGA ATGTAGACCC AGCAOCAAGG GACATGCACG CCTTCTGGGA GAAGGTGAAT 240 

GCGCTCTTCT TGGAGAACGG CTCAGQGCGG ATGCTGCAGA AGGAGGCTTr GGTGCCGCAA 300 

OCGAAGAGOT GCGAGAAOGA TG3CGGOGSG GCGAACGTTC CTGCGICCCC GATTTCOCGT 360 

TCGCAGACAC AATACACATC QGAOCAQ33C AGCAATTACA TGAACOCGCA CGCATTCGOC 420 

ACOGCGGCCC ATGCGGCCQG CACAGGCGCC TCGTOTGTIG CGCCTAACAG CGACACCCTC 480 

TCTGTGCGfiC TGGCTTCACA CAACQCCTGC GCCOCAGAAG CGTCGCGC2G ATTCCATACC 540 

ACACITOC7IO AOOC^GCGTC GAGGACGCCA TCAGACAGGG AGCTIOCTOC TTTGACCAGA 600 

AGGOCITGAG CAGGATIOCC AGGAOGPCAC GAOD3CNCTG TAATGCAACT GTTGTCCTTC 660 

CNATTIOCGC CCTATCCCCC AATGGAACOC CACTCCCCN3 AAAAAAAAAA AATTTTOCGN 720 

TGGATATTTG ATGAATTGAA TEAGAAAAAT TACrmTCTN NNATPCTIOC GGTGCCACAA 780 

CAATTGCGAN TNCTPGACCC GCGNCCTGGC NTTNGGTTTT AAAT 824 
(2) INFORMATION FOR SEQ ID NO: 340: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 787 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA. (gencndc) 

So (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1268RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 340: 
GATCCTGAGA AOCTITITC TGTGGAGGCT TATCAATGCT CTITCTATCC GCAGCTTCTT 60 
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CCAG3IAGAT GAATACTO3T ACTO3CTCGA OXTOOOZAT OTAACGCCT TTOGATATG3 120 

TCJIOCTGACT T33^i3n33C ACCATCmTT CrjSTAacTAT GCA3T0QOGA TCtTCTTTGA 180 

MTGTCGTAC TATCTO3CGT QCAIACra33 "KTTOGOCAOC CGGATCGCOC TGCACXXXJTT 240 

03CACATDQS AC03CGCK3T GP3333037T OSTOCCGAOC 0333CX33333 C*XJIG3CCQC 300 

GWM33X CTTTO3GAQC TCC03SAGQC AGCCrAGGftA CTCC7TO3AGT ACTAa3333T 360 

TATIUEAOGG QXOCGAAGT CCCGIAGCAG OTCTfOOC 420 

(7B3CTOCTO3 TTOCQCAAGC TCTATCTQCG AAC033GACA CCAGAAQ33C 480 

GACQ3XT3CC (^TCAQXGTT (XXXTIGftTGC TCftCCATGAC AACTITTTTCA ACTCTTTCTT 540 

CQXMXXEA A03TTCATCA CTOCTTCGAG ATGACQCTCA CXXK?TCQ03C TCTACTATTG 600 

ATIGAAQ333 CXTCACTTGS TTCTCTN3TT TOCCCAACF TCtCGTCGTr CTTTTOCCTG 660 

cctcaoxca OTAcrnrm ixrraxN2cc TGCTNircTr occracAwcc TcnTccrca* 720 

CCirmACC CCIvDCCAAGT TC^XTCGAGC CCX7TO333IN TTTCAATCCA 780 

ANNAWJC 7g7 
(2) INFORMATICS FCM SBQ ID NO: 341: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LHCTH: 840 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDEXMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1268UP 

(Xi) SEQUEMZE DESCRIPTION: SEQ ID NO: 341: 

CftTCCAOSTA TAOCCGCCTC CGTQ3CCCAG 02*371X3332 AOXXXTTCA T037ICCAAC 60 

TGAGAATOCC CTCGAOCTGA TCIOCQ3TAT GCTGAOGftTG CiACOCGCACA AAC0GTO33A 120 

CACGfiCTCGTT TCCCTCCTCA GTCAGTATTT TGTAGM3riT CCGGACX3CGA CACCTCCTAC 180 

CGAACTTCCA AAACTAAATA AGTAATGftCT ATGATAAOCT AGATGGTATA CT033SCGTT 240 

TTCICTTTGT OTTTGAQ3C GATCACATTG GCTTTIMQ3 TAICQCAGAC GTT3CCP3AA 300 

AAAGATTCAA CXTTCTCOSTA ACAGATTTOC QCAGACTACT TGTTGAAAGA ACAAAGACCA 360 

C^AGCC3CTQ33 ATOC7ICACCC CAATGACGAA OCt^CTCCGC CTTATTG333 CTG37TOCAG 420 

cttccttacc ACCAACAATA COXCXXACT CCACAAGATC TITCCCTCCC AAGAAGCTQG 480 

IGAACAQGAT OTTCTTCGAC CTTGATAGCC GACTGACX7TT CTXQGAAATT ACTOXTGTA 540 

TAOGAGCAGT TT7TACACCTC AATTAGACAG TACTACQ3CG ATTIGTAGTA CXXD33XGT 600 

TCW3332GCC ACGACGTTTA TCATTCATGA AAA33IX3CTG AGAA3ACTOG CCCGXAGAA 660 
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CGAGAGCTCC CATCGCCK'TC CGANAACAAC Tv X Tl'l ¥ CTT GCIt3CCCANT 72C 

GSAKACNAAA ATQCAC043C btTNCXXTTG ANCCCGTGCA dOTTlTOr NAAO^NZGA 780 

5 

AATGAATTTG CAATTTA<3Jr CN3ATTTTAC NTTTTTT^TITr OXXXXXXCA CTGANN3ANC 84C 

(2) INFORMATION TOR SBQ ID NO: 342: 

10 (i) SEQUENCE CHARftTIERISTTCS : 

(A) LENGTH: 787 hase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

15 (ii) K)L£CULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1269RP 

20 

(xi) SEQUE3NJCE DESCRIPTION: SEQ ID NO: 342: 

GATOCCACTC TTGGCAAGCT ATA03GTGAC ACTATCATAG CTCQQQGTGG CCTCTACGAG 60 

ATGGAAGACA ACCTGGGCGA GTICTTGGAC AGAGAACOCA ATAAGGAGGC GTACCTCAGA 120 

GATCAGGGCC TAGCCTAAAT GCTCCTTCTT TK33C03CCT UTTOXCIT CTATGTATAT 180 

TCCAGCTAGA GAATCGCAAG CAA3TCATAC TTAGAAATA3 GATATTGTTC CGGGAACACT 240 

GATTTACT3T QCXTTTACTGC TCOQGAAACT CACCTGTTCG GTATCGAATA ATIAGCGTTC 300 

GACTACCGCC AGTGTGATGC TTTCTTTATA C033CATACT AAAAO*33GT CCICSGT03A 360 

ATCGTGTGTC ACTGAATATG AGCCCCTCCA TGAGTTOCCA TCGCGEAG^G CGTGCTAIGT 420 

GCAGACCATA TCAACACCCT CIGTACACGC GTGGfiGTTCA ATATACXrrjr AGGACGCACA 480 

TACAATAGTA CGTGTCGCCA ACCGTTATAC GAAGAGOTGC GTTCTGATTG CAGCATTIOC 540 

CAAGCCC033 AAATACAAAA CCGCATTTTT AGCCCAGTGC GATAGATGTC CTGAACCANG 600 

GAATTACANC GAAS3CGAT TGCT.&CTACN ANCATCAMCXT AGGQCTCGN3 TATITCTCAT 660 

CCATCCCCCT CNAACNAAAA ATCCGGANTT TTTAAATTTC CATGCAAACC AUXJANATCC 720 

CT1\ T TTTM3AT ATTOCCCAC TCX3CCCCCCC MXCCCANrTT ANCNGTOGGG ATCCNGNATT 780 

CCCCGGT 787 

(2) INTCRMATTON FOR SEQ ED NO:343: 

(i) SEQUENT CHARACTERISTICS: 

(A) LEM3IH: 820 base pairs 
50 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CMA (genomic) 

55 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1269UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 343: 

5 GATOGAACTC CATCAAGGAG CGTAATGOCC TCGTQGA3CT QCACCGCACT CXXTOCGTAC 60 

ATAQCGGGAT GTAQGAA'TOC 033SATAACG AT7CGGAAAA QCTCACK3Q3 CIGOGCCTCT 120 

AGCTTCAOCT GAAQCTGGCC CAGCAQOGTT <3CIATA<33CT GTTGIGOCGA CAAOTTCGAC 180 

70 ACTTCAGTTG CAGTAGGAGC CGACEAGTTA TATOGAACTG CTRXXXXTEAA 240 

TCAGGATGAG Q7TCAATTTC TGGOTCCGAG QQCTG3CTAG CACCACAATT ATCACCAAGT 300 

CCATAOCTCC ATOCAATTCT GAGATCTTGG CEACGTOZGA C03GOTTH3C ACCCCCTCCG 360 

?5 CCTAAGTTTT G2ACCGTTGAC CTTCGATTCC TCCIQ33AAA TOOSAGATTT CITTACCTCT 420 

TEACGTCTOC CCTGGAATAT CCCCG3CAGC TCCTICGCAT ACTG^JIGIT GAGCGTGA3G 480 

ACCACCACAT GD3TTATCCC CCCCCCCI^ Q03CCCCNAN TTTCCCCCCC G^TTATTTCT 540 

^° GTOCCTGCGC CTGCAANAAC TITXANTTAC GAN3CAATCT CGTCCGCCTG TTCTICCCCC 600 

AAAACATCTC OCCCATTO^ MXCATATCC CCTAGAACCN AICCAATCTG CANOCCGNSA 660 

NriYliUGAA A^M^AT^ACC CCNAACGANC AACCCGGAAG NAAAOXOX CCCCCCK7TG 720 

25 C^X3-JACTT CCCCCCCCCC NAAAACCNGA ANT2TI7ITTT TO7ITTGGCC CNAM3G*JCCN 780 

TTTTCNXCC NGCOGGGANS QCCTTAAAAN TTCOTOCCOC 820 
(2) INFORMATION FOR SEQ ID NO: 344: 

30 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 806 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: Single 

{D} TOPOLOGY: linear 



35 
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Hi) MOLECULE TYPE: DNA (genanic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1270RP 



(Xi) SB7JENZE DESCRIPTION: SEQ H) NO: 344: 

GATCATATGG T3AACTT33Z ACATACAGTT GAATCAICCC AATTiGCAAAG AGAACGTAAG 60 

ATTrACCTAG CGCGGCATCA CCTGGAATAT CEAGCATTTG CM3OQCP03T GAAAAGAATT 120 

TCTCATCAAT T3ATTO3AAA TGTOGTICCG TGTGTTOCAT TCCTAAG3ZC GCTSGTACAC 180 

GATAATCATC ATTAGACTCA CAGGTTAGAT G330CTTCAC TGXTGCCTTA TACCAGTCTA 240 

ATAGAACCTG CCTOEAACGA GCATATPGAT CCTGAAGAAT AACCACCGAT GCGTCAACCA 300 

TCGAATTGAG CAACAATGTC GCGTCATTCA CQGTTIGAGT GATCIGACTT CCGGTGAAAT 360 

TCTCAAAG3A ATTTAATTTC GGTATCAACC CCTTCAACAA GCAAGCTUIG AAGATATCAT 420 

55 CAACATGCGA TTTGTAAQCT AAACCTTCCC QCATCCATAG GAAATCAAAA GIGGCTQGGA 480 
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AAQCA7AG7T -q^ctATTG QCTTTKjACTA ACTOCGAAGT TAGAATACTA CTTCTQ33CG 540 

GCAtJITTGAA TflOCAGAGT? AG=CATTGAA OQGATTCTNA GAATATAATC CTW3CGAATT 600 

s TA1GCATCCN CCTANAAAAT TNTTTCCTCC TTGATCCANA ACNWiAAAT TCCGTTGftCC 660 

JJCTCAAGACC TATTOCITCC TTTNAAAGAC CTGCNCATTC TOffflTCC CNAANGWIX; 720 

CCGTICIACC NftSAAANTTO TIXXMGOCN NCATG3TTTN AACCNAAACN TOCTTIGANG 780 

70 NTANTNACTT OCCtawOCC AATTEA 806 

(2) DEFORMATION FOR SEQ ID NO: 345: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 832 base pairs 
'5 (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D] TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (gerKftvic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1270UP 
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(x±) S££U£NC£ DESCRIPTION: SEQ- ID NO:345: 

GATCCGATTG TCAAATTTIC TGAATQGEAT GGIAAGAAGT TTO33GCTGG AAAGGCEAAC 60 

AGTOGTGTTA TATCTTTGCG TGATATTTTA GnTGOJICG AGTTCATEAA TAGTAOCTAT 120 

AAGOCATTQG CTnXCCTm TGCTTCATTA ATCCAT0333 CQ3CAATQCT AITCATTGAC 180 

GOCCTTGGAA CXZAACAACAC AGDGTACCTT GOCGAGAGTG AGGAACGATT AGAACACCAG 240 

AAGCAAGAAT GTCTCAAATA TCTGTCIGAA CTAGCAGGAA AOGATTEAAA CAAATACATC 300 

TGTOGTCCAT TCGATCTTAA GATTGACGAT GAAACICTCC AATC0333CT TTTTAQCCTA 360 

CCCAGAGTTT CTTCCTCATC TGTCCAACCG GTTTTCAATC TTGGCGCACT ACTPCAC32CT 420 

ACAATOTCAT GAAAGTTGTC AGAGCAATOC AAGTACAAAA QCCATOTTAC TGGAAGGATG 480 

ACCroCTKHT GGIAAAAOCA CATCiAlTTU CGCATTOXT GACT3EAOCG TTAOGAATTA 540 

CCCTTTTTTAA TTATtCCGAAC CAAC7GA3TT GAATGAATTA TTTC33ATOCG AAGCNCOCCG 600 

AAAAAAAAAN OGMAATTTVT TTTO-1GTTCA TOCXXCCNTT TTTNAAACTA T3CCAAAGTC 660 

GATOJIT'ITN TTTAAATAAA ANNANATKi: ^CCCCAN^CN TTTTTAAGGN O^ACCCTCT 720 

TTGTTJNCCNT GG«AACCCA NIGCCAAATT TAANAAAATT TNTCXX3CCCC ATC03CTTTT 780 

TTOraaZCCA AAOCCANACA G333*3GrTCA AAAGGCHTGC CAANCTTOCC TC 832 
(2) DEFORMATION FOR SEQ ID NO: 346: 

(i) SEQUENCE CHAR?<CTERI£nTCS ; 

(A) LENGTH: 791 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOJESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA {genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG127LRP 



<xi) SEQUENCE DESCRIPTION: SEQ ID M}:346: 

GATCATEAIA TTATAAAATA TAA'EAAAGAA TATATTTAAA TAATAATAAT AATATGAAAT 60 

ATTATATTAA TTCTCCATTG GA3CAATTTG AGATTAG?GA TTEATTAGGT TTAACATCAC 120 

CAATAATAGA TT1TAGTTTT ATTAATATTA CTftA TiTiUU TITATATCTT ATAATTCTTT 180 

TATTAGTAAT TITACTAATC AATTTAATAA CTAATAATTA TAATAAATTA GTAGGTIUEA 240 

ATIGATATTT AAGTCAAGAA ATAATTTATC ATACTATTAT AAATATAGTT AAGACACAGA 300 

TTGGTGOTAA AGTTAIGAGG TTATIMTIT CCATTA3TTT ATiCATTTTT TATTCTEATT 360 

TTTACTATAA ATTTAATTAG TATAATCCTT ATTCATTTGC TATAACTTCA CATGTAGTAT 420 

TTGTAGTATC AATAAGTATA ATTATTTGAT T?OJICTAAC TATTATTGGT TITTATACTC 480 

A1GTTTAAAT umurnAT TTTACCACTA GGTACAGCAT TAATTTAGTA CCATTATTAG 540 

TATCCATTGA ATIATATCCT ATTTOCTNNA SCTIATTCCA TAGGI'ITITA AAATACACTA 600 

ATATATACCG GTCCATTTAT AATGGTTATT TA3*gGGTTT AAEATENAAT INAAAACCAN 660 

AATATTEACA TTTTATGGTN NOCTCCCAAN AAGGCATTGG TITGGTTNrT TAAAAAGGCN 720 

ACCTATATCN CCTAKTIGAT NlTi'lTlATN CCOXTi'iTA AANANCNATT TINNOCTTAT 780 

TAAANTAAAT C 79! 
<2) IKFORMATION FOR SEQ ID NO: 347: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 834 base pairs 
<B) TYPE: nucleic acid 
(C) STRANDEDNESS : single 
40 tt» TOPOLOGY: linear 

(ii) W3LECULE TYPE: DNA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1271UP 

45 



(xi) SEQUENCE DESCRIPTION: SEQIDN0:347: 

GATCAATOTT TCGATCATTG TOCAATATTC OCCACTOCTC TATCATATAG ATATTGATTA 60 

TAATTTCTAA ATCAACGTGA TTGTTCTAAC TTTAATTAAC AATTATGAAT TTTTGGCTAG 120 

TTATTATTTT TTAATTAACT AATACCTAAA TCATTATAAG CTIGACTTAA AACAAATAAT 180 

TATTACATEA TTCTTTATTT ATTATTTAAT ATTTAGTTAA ATnTAAGTT CATTATTCTT 240 

AATTTTTACT CACGAGTACA CCACTTATTA ATACTATTAA TTAATAATAT TAACGTTTGA 300 
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TT03CATGTG TAAITJICCTT A7ITA3CGCT TAATCTGAAC CAACATCATG TTCTCATTAT 360 

TATTAACTAT TlTi'AATTAT TTTAAATAAT TATTTAATAC GAAAGTTATA OGATTCGAAC 420 

ctatgaaatc ATAAAGATTT ATAATAGCTC AMTATTACA CTTTAAACCA CTCA3TCAAA 480 

CTITCTEAAT ATATATACCT TATATATOGT TTGATAATTT ACTIATAATA TATAGTATAT 540 

AATTTAATGA TAACTCTTAT CATTIAGGTG CGTAGGGTTC ACCCOXTAT TCCTAGTCAG 600 

CATATGAOGT ACCTOCOCCC AATGATAAAA C7TTATAATAT ATAATATTAT ATTAAGTATT 660 

TAAAGAANAT AAIATAATTA TITAATAAEA TTTTTATTIA GGTflJAATAAA AAAAANTTTC 720 

ANNTTTGAAA NArOSIGCNG AGAATTANAA AAAGCNAATA AEATCTICAA TITGACCCAT 780 

TAANAATGTA GT1CNCT3AC AIOCCEATT TCCTATANAA ANTTTANAAN AANA 834 

(2) INFCRMATICN FOR SEQ ID NO:348: 

(i) SEQUENCE CHARACTERISTICS: 
20 (A) LEN3TH: 813 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEIXJESS: single 

(D) TOPOLOGY: linear 

(ii) fiDLBZULE TYPE: ENA (genomic) 

25 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1272RP 

30 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 348 : 

GATCAAATCT A0OTTCTCCG AC03CAACGG TGACGAGTTC GTGAACGCGC TCAAGCTCTG 60 

TGGCTTTITC CATAAACACA CAGACAACAG CAA3AAAATG TTCAOGAAGT TTGAGTTCTT 120 

35 CAAGCCTOCA AAGGAGATCC TAGAAGAACG CAAAGCCAAG CTCGAG03TA A3CAGAAGTT 180 

CATCGAAGTG GAAACAGAGA ACGAAGCTCT AGAGTCTAAG CGGTCGGAAA ATCCAGAAGG 240 

AAACTGGCTA CTAAAGOCAT GTATATATAA ACGCAGGTGA TTCCCTAGTC TCTTCTCAGC 300 

ATGCGATCAT ACCTTATTCG TGTAAICTTA TCAAACTATA TATAGGGCGA CCGACAGCTT 360 

CAACCGTKX: TAAAAAAGGT TTGGAAGGTG AACAGCCOCT GGATGTTCTC CACATTCGTG 420 

AATGTAGGCA TTTGTGGCCA TATGCTGCTT GICTOCGAGC TTTTCTTGTT COSCTCCCAT 480 

CTGTCGCCAG GAGCGGAATC COGTACGCAT TGTAOCTGTT ACCCTGCTGC GAACAGCACC 540 

AGAAGAGGCT GATAATTGTA GTCNCAGCAC ACCATAGACG CCGAACAATG CCCCAAGCGC 600 

AGTGCTGCGT TAGTTTGAAA TCCCAAAACA CITCGAATCA TCUb'l'JCCCC GGAGGCCCAA 660 

TTATOCGAAN TTGCCTTTTA AANTOGNAAT ACAAM3ANIG CCOOCCNTGT CCOCTGTACA 720 

TTCTGCCCCN CCTAGGNNCC CCACTCCCNN CNCGAANTTT TTATTCATTT AATTCTNCN3 780 

NOCXXJOCTTT GTGANAATNG AATTCANTTT TIN 813 
(2) INFORMATION FOR SEQ ID NO: 349: 
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(i) SEQUENCE CHAR^ri'KRISTICS : 

<A> LENGTH: 844 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1272UP 



{xj) SEQUENCE DESCRIPTION: SEQ ID NO: 349: 

CATCGACCCC GCGCGCATCG GGCCCTCCOS CCTCCTGCGC OOOTCOOGCC TCGGCTQXA 60 

QCTCOTCTAC ATCCTCACCG TO30CATCTT CACCAACCAC TTC7TCCATGT C03X*ITCTG 120 

CCT3CGCACC TICGCCGCGC GCTCCASCCG CCACCTGCTG CT033CTGCT GGCTGGCCGC 180 

CGTGCTGCTC OCCGTCGTGC TGCTGCICGT OGGCGTCACC G30CTGCTCG (XX3IGTGGGC 240 

CQOZTACGCG CCGGTCCCftG i&CCTCGACAG CGCCM JVriV TTCCTGCTCC TCGCCOCGCT 300 

(XCCGCCTQ3 GCCAACGQCG TCGTGCTCGC CCIOCTCGTC GTCCTA1CCA CCTGCftCGCT 360 

CAGAGCGCAC TCGTCTCCAC CATTTCCAAC GftCCTCTTCC CGCAACCGCC 420 

TOCCCCCOTT CTACGCGCOC GCCODCGTCG CCGTCGTCAT Q^ICCCCGTC GTCGTCGTOG 480 

GCCTOCTG3C CACCCGfCAT CCTOGCCATC TACCTCATCG TDGACCT3CT GTCCGCCGCC 540 

GTCGTCCCCG TCATGCT3CT GGCTTCTO3C CGCGOXCCG CGCQCCCTGT TL'IUULTIUU 600 

AOCTGATOGG CG0CO3C1XX GGN3GGCIGT C*B333TTCTC NICTTKXOG CCATCTATAA 660 

CGCWn>)CCN CNANGGGGNC GCNTOZTATT TATK3W^J3 rOXTACITN AATAAN333G 720 

GCCTNGTCNT TOCCCCCNIN Q3GAACTGTT TTICCCQ33A NAANITCNGC 780 

C1GGGNNOCC GTTOOJCCCN CCCQGANANT CAftNTAACC M2AGGGGAAN TCCAAANCTT 840 

CTOC 844 
(2) INFORMATION POR SEQ ID NO:350: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 792 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEdKESS : single 
(DJ TOPOLOGY: linear 



(ii) MOLECULE TYPE: UNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1273RP 



(xi) SEQUENCE INSCRIPTION: SEQ ID NO: 350: 
GATCCCAATA CAAGCAATAT TGTCGCTACC AGAATGCCCC ATTTGCGACC CATATAATCA 60 
55 CAAGCGAATC CCAIXXCCAC CIGCCCTATG ATAGTCCCTA TGAGTGATGC ATTTGAAACC 120 
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CTTTGTAGATA CKIUAJUALT AIAI'ICIIAIC 'lCWJLUlBLT UWJTIUIUAA TMLXLUJl'IT 


180 




AACATCGACA TGACATTATT TK33TAACCA TCTCAAATAA OCGCAAATCC TXCOCCAG3 


240 


5 


ATACTGAATA GAIU^AOCCA TT7GCCCTTC TXTJOCflCflG CAAAACUIO; 'muUUAGOC 


300 




ICCGCGTCAT ACT7TAGTAA CCCTGTCGTG GACATCGTAT TICRXAAGC CCCGXTATC 


360 




CGAATAAIAT CTAGCGOGTC AAGCGTTAGG TTOCTCJZATT CTAIATEAIA TATTTCCTCT 


420 


10 


CICTACCACG 1T3CAAATTTA CCTGTATGAT TAIGCTGCAA TCTCCGCGTT CTACTTCCTT 


480 




"iCi'lO^AGAC 03CT/03SAC TUICTTA'IGA TmTCGGTGC ACCATAIGGC GICAAGCAGC 


540 


15 


actagctttt acciuigata ccticcttta ctaactgnat tccgaacean ttkmccca 


600 


TACTATATCC TTCCCCTAGA GTCAAATAAC CTTCCATTTA GGTTWICCC ATICCCNGAA 


660 




ACAGTTnTA AANAAANACA /CCTTTAICC TINAACCCCA AAOGCCCCAA AAANAAAAOT 


720 


20 


TCCCCATTIN CTAGGTTTTT -IC^SCCNGGA GGGAAGAAAC CmXCTAAC CCCCTAAANA 


780 


ATTOCTCTINr CC 

(2) INFORMATION FOR SEO. ID NO: 351: 


792 


2S 


(i) SEQUENCE CHAWCTERISTICS: 

(A) LENGTH: 833 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 




30 


(ii) MOLECULE TYPE: DMA (gencmic) 




(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1273UP 




35 


(x±) SEQUENCE DESCRIPTION: SEQ ID NO: 351: 






GATC03CGTA TAAAACIGAA AGTTCATGTA 'ILCMG'ICTIG AA7U.AGAGA CULUJLULAC 


60 




TTTACACATC GGCAAGCCTT GTGTTGCGAA TGAAACATTA AGCTTATOTC AAATACCATG 


120 


40 


AACTCTATGC CAAAiTTAGT AAAACTCGTA CCTQCTG3CA GCATAGATAG AOCTGTTACC 


180 




GATATCTCCC TTGAGGCTAA ACCCGAGCAT IGGGTATTAA LTIOLC'IQGA CTATIUCGAA 


240 




TCAGAGCTTT CA^ATTCGIC TTCATCAT3S TCAGTCATCA AAGTCGTCGA TGTAGGATGT 


300 


45 


1CTATTTICC CACCGCAATA AAGTOCAGTA TTCATOCAGT ATICAATAAG CTTACCTCTC 


360 




ACCTCGATAT CTACCACATC AGCTGGAGCG GAACCTAACC AGACACGAAG TITAGTGGCC 


420 




AGCTCTTCGA GGAGTGAAAA TATTTCTTGG TCCOGCAATC ATCCICATGC GCCATTATAT 


480 


SO 


GGCGTAAOGT TAGGTACATA OL'KJIUALWJ CLAACAAAGT ACAGTIULTA ACU1UJCAAT 


540 




ATCTTAAAG3 AMTCGiTlAA ACCN2ATATT AAGGTGAAGT TTATCAACCT TTGANAGTAA 


600 




CT<2*JICNrT ATAGCGGAAT ACCANANNAA TAACGNCCTT GTTAN3GNAT CTATCGAAGG 


660 


55 


NITACTTCCN NTTCGANCAT TTTATAGTTC NINCTATTAC CCCCGANAAA TTTGAACAAC 

682 


720 




rw*j; 1 Mao i 





EP 0 866 129 A2 



CNPGAGAAAA CTTNINMCCN CN33GAAANS AAAAOTNINC TTWTGAWTCC CCCCGTTTAC 780 

5 CTTGAAGJTIT CTCCATTCNC GAGATTCAAA ITITINTAAN AAOSANTTTN TAA 833 

(2) INFORMATION FOR SEQ ID NO: 352: 

(i) SB2UEUCE CHARACTERISTICS: 

(A) LENGTH: 803 base pairs 
?o (B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (gencmic) 

,5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1274RP 



20 



25 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 352: 

GATCAGAACC AAAAAOCAGT TOGAGTATAT CAGTAAGCAC TGGGAAGTTr OGGAAATAGC 60 

ACTTSCTGAGA GTTACG3GAC AGATTGGCAA AGACACATTT GCGATGGAAT TTAATTCGCC 120 

GCAGCCAGAG CACGCACAAT TACACATTCA OCCTAAAQGT QCAGCCCGGC TGCTG3GAAA 180 

ACTGCACGCG GAG3GTCGCG TGATGCACCA CGAAGATAAC CAAGAAAACC G333CCGGGA 240 

ACGACCGCTG ATICOGTCAC CGCCGCTGTC ACCACGAATC GGGCCGGGAG AGAACCGOGG 300 

30 CGCCGTN3GA ACGGAATCCC CGAACCCTTT TTNITACCCC AACTTOGNTC CCNCCCTEAN 360 

TTTCAAACCG NITNCAAACC OCNNCCCTGG GTTTNTINGC CCNNINCCCA NTANTTGG3C 420 

TNCGG33GGG GGGOCCCN3g CCAAAAAAAA ANGGGGTtflN CCNQ3SN3GC CCCCNJGTTTT 480 

35 ANCAAAANAT TTN0CCCCG3 GGTTCNOCOC CNNAAAAGGT TITTCCCCCC CCCG3SGTIT 540 

ACCAAAAANC CNGOCCCCCC TITGGANGGT TICCCNNTCC CCATG3333G TTTTCNCGGG 600 

GCTCCCCCCN GG3GAACCCC AAAAAAGGGC CCCCCCTTTT NTGG30CCCC N^AANNCCCC 660 

40 CNTNN1T1TC CAGAM33STT NCCNCCCCCC TTTTTTTTCC CCATTAI^CG GGAANICCCN 720 

NirmCCCCC CTTTi^CCCC CCCCCCAAAA Ar>EWVTTTTT TNNATTAAAA GAGOXCCCN 780 

NGAAAAANAA NACOCNNCCC CAC 803 
45 (2) INFORMATION FOR SEQ ID NO: 353: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 814 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1274UP 

03 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO:353: 

GAICAATTGC CGATACACGA GCCACAGGGC CATAGGCCAA GCTTOCAAGA ATGGGAAGAG 60 

5 TACCTAGTCA GGOTCXTICCT aJTAAGACTG AACCGCTGCA A«^3CTCTA TACACAAAAT 120 

GTAGAGATTC TATTCGATAT ATATCCOCAG ATAGACOXC CATAAACACT AATCATACGC 180 

TAATTCATAC ACCTACW3CG TX7TACATCAA ACACACACAC AAGTTTGATC CACACGdTT 240 

'0 ATTIGTTGCT TOCACACACT TCATTTAGAC GGTCAACACC CTCAAGGTGT TAGAGK33X 300 

AACACCAGAC CXGAAACCCT GAATAGTGAC AATAGTGTCA CCCTO3CTCA GGATACCAAG 360 

CTCCTIOGflC TICTCCACAC OSAAGITCAA TCTCX£CTCG ACGTCATCG3 TCCACTCATC 420 

?5 AOCTOXTCC TCTICCTAGA CGAATGGGAA GACACtTCTG TGCAAGTGGC AGTATCTGGC 480 

COCTCCTKC TTTCTOGTICA CCATAAC3AT T03AACGTTT OXTKHACT TCGAGAOCAT 540 

CTGT3GTGTT CACCCGAG3T TGATACACGA ANATOCCTTG (JCTIL'JUL'IL' c*aot*otgc 600 

20 GAAAOCAGCA CACAAGNXC CGAGGTTGAA TTQ3CTT3^r CAITILUIGA GICACCGTAT 660 

TTGAACGrTT GGAAQ3CCTG CNCCACNATC AAAATCICGC CAGMOTIAAA CETINAAIGGT 720 

TOANACCCTC Q337TCCCGN AAAAATAANA TCNCCO30CN GAAAACTTCC ACTTOGAACN 780 

OCOTC1M3T CIOJlTi'lUfl TO3TAN0CCA AOCG 814 
(2) INFORMATION FOR SEQ ID N0:354: 



25 



30 



40 



(i) SH2UENCE CHARACTERISTICS : 

(A) LENGTH: 754 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1275RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 354: 

TX»CI033CT TO3TGAGGAA CTGAOQCTTT TACTACATCT AGATTGAAAC CCGTTTTCCT 60 

O^ATCGCCTC GrCTCGTTGC TTOGTATCTT TGCCAATCCT CCTGAGT33A CGCTGCCTGT 120 

AGAGGATCTT CQCGAT333C CAAACACCOC CCACCAGCCC AAAGACGTTG GAGAGAGGGC 180 

TGAAGAAGGT TCATTGACCT CCTTEATGGC TTCAAATGCT GACGGAAGTG ACAAATCGTT 240 

OCCAAGACGC ATCTCOOACA ATIGTCTGAC OZTOGfiCPOC AAGACCTGGA TSCGCTCTGC 300 

50 CCTGCJK7TTT GATATTCTAT GGATAGTO3C AATSICCTTT GAGAOTGTCA TGITCTGGIT 360 

TGIGAGGTTT AOSTTATCAA GITGGGCAAT AGCGAGCTGC TCTGCAAGTT GGTGG'i'lTlC 420 

TCCAOCAGCT GTGOCTCTGT C7KJITTCAGG TCTGTCATCA GTITCTTTAA QCCTCTCC'l'r 480 

55 ATO3GCOGAT CGTCCACCTG GACTGtttAIN TTnTNOCAC MXCATTWN CCATAATTTG 540 
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>m^AAGNAGG TTCXXCN3CG GAATTTNGNT CCCGTTTCCA NAQ-nCQGNC CQ33GATAAT 600 

TTAAACNITT AAAAATTAM? OCCGGCXXTA NITCClTrTN CCNAATNNM^J GNTXXXCCCN 660 

GNAANNTFTT MZAANDJCTTTJ TGNNCOtfTAN CCTTTTINNC CCCACGGTTT TINWITXCCC 720 

COCNIOXCN ATTfWQGANT TQXCCNTTN CCCC 754 

(2) IKFORKATICN FDR SEQ ID NO: 355: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 842 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETMESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1275UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 355: 

GATOXCCAC ATTATGTCTC AGG3TACTTT GEACGTTAAG AAGACCTGCC GCTCGATGCT 60 

25 CCCTCAGAGC ATCGICGAGC ACTACAACTT GGACGTCTCT ATIGTCGATG OCCACAAGAA 120 

CGA03AGTIC C^GAAGAAGT TOCCATTGAA C03CXTTCCA COGTTTTCCT GTG033CTGG 180 

AAATCTAACT GAGACCATGG CCATCACCTA TTACTGTAAG TTGCCAOCGA CTACACAOCG 240 

AAGCATGGAG CCCTAGIGTG ATGAGAAAAC CTITOGAAAA AACAGTTATC CCP3TCTGAA 300 

TGGGCATAAT ATCIGGTTGC AZATGTGTCG AGAGACCATA CTCTGATTTA GAGCTACATG 360 

03AO3TTCCG AOGAACACGT ACTAACCGAA CAACAGTGGT CAACCTAATC CAGGACGAGA 420 

AGGCCAAGGC TCCTCIGCTT CGCTCCACGC TAGAGGAGCA GGCAGAGGTG TK3GGCTGGG 480 

AGTCTTTGAC CAACACCAAC TTCATTGACG AOGTTGGCTC TCOCTCCTAT ACCTAGAGAG 540 

GGTGTGGTOC OmNCACCA AWCNACATC GAAAACGNCN TTCCCN3N33 GGAAACNTTN 600 

CCCNAGN2TT TTNNAAAAAA GAAATAACCN CTICCCTCOC TTACCCCCGG AAANTTTTNT 660 

TTNCCO03AN NOCNIGNCNN TN333GGGTT GAACNNANTT CCCCACANTT N3SGGNSNNN 720 

NTO33K3CNG CCCCCCOCCC CCCNNNNAN3 GTTACCCCTT GOGTANCCCC ItfttrTNAAAAA 780 

CN^ZCNXCC CCCTTT«7TC QGACCNAAAG GGGGGGNCCC CAAAN3AAAA AAAAAAAAAA 840 
AA 

(2) IKFCFMATICN FOR SEQ ED NO:356: 
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(i> SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 77 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: P^G1276RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 356: 
GATCGTATTT GTICIT3ACC AGTflGCACTT TTTPCAICTT OCCTIGGACG ACCAXTCCG 60 
CCNDSTBCC GAGGA1C 77 
(2) DEFORMATION FOR SEQ ID ND:357: 



(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 77 base pairs 
,s (B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencntic) 

2Q (vi) ORIGINAL SOURCE: 

(A} ORGANISM: PAG1276UP 



(xd) SEQUENCE DESCRIPTION: SEQ ID MD: 357: 
GAOXCCTCGGT AAGGTGGGGG J03TGGTGGT CGAfiGGGAAG ATGAAAAA^3 TGCTACTGGT 60 
CAACAACAAA TACGATC 77 
(2) INFORMATION FOR SEQ ED ND;358: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 822 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXHESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1277RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 358 : 

GATCCGTCAC GGACAGACTG AATGGTCAAA ATCAGGTCAA TACACAGGCT OC^O^ACCT 60 

TCOXTGACC GAATATGGTG TCG3CCAGAT GCGGCGCACT GGTGCTGCGA TATTTAGOGC 120 

AAAATACATT GATCCTGCGC ACATAACATA CGTATTTACT TCTCCACGCC AACGCGCGCG 180 

GAAGACTC^G GACCTGGTTT TGGAAAGCCT CAGTGAAGAT GAACGIGCAC GCAICCAGGT 240 

GGTGGIOGAC GAGGACCTAG GGGAGTGGGA GTAGGGTGAC TACGAAGGTC TGCIGACAAG 300 

CCAGATTATC GAATTGCGIC GTAQCCGTGG CTIGGACTGC AAGCGCGCAT GGAATATATG 360 

CCGCC^CGGC TGCGAGAACG GCGAGAGCAC CCAGCAGGTG GGCCTG«33C TATCACGAGT 420 

GATIGGCCGG ATCCAGGCAT TAO%CCGGCA GCAGCAAGCT GAGGGAGGGC GGAGCGATAT 480 
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tctgctTCTtt gcocatggoc atgctctccg TTATrrnur gcgctctgga tcaagatggg 540 

CCTCGAAOCG CD3AC3CCW3 ACK3COCCAT (XOTICGAGT AACXXCAATG AC3ATOCGTG 600 

5 CTXTICGTCC OOCTOGA3CA ATCCGTACCT GCAGGACACC OCACTFCTTC CTAC^CGIAG 660 

C?IT33CATO33 TG1UITUKX TACXXXXNCN ATTTGAGACC AOTCTACTCN CCTG3CCNTT 720 

CNTTOCCCCC OCGAGATCCC CCCACG^INA GTCCCACCGA AAATTTTTAT ATCTACAAGN 780 

'° CN3TOOCCCC ATGAATATAC CNTATCTTCT TAATCGTCCN CN 822 

(2) IKFORMATTON PCffl SEQ ID NO: 359: 

(i) SEQUENCE CHARACTERISTICS: 
, 5 (A) LENGTH: 818 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1277UP 



25 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 359: 

GCCGTCCTTC TGCGCCCAGC GCGAGTCCAG GIQOCGCAGC ACCXXXXACG AGCQCGACCT 60 

GQ3CAGGCGA TACTA03CGT ATGCGACCAG GCCCGCCGCC AGCACGTTQC TTGCOCCCAA 120 

30 GAACCAGAGG AACCOCGMC G3CTAACCAG CTCC^CCAGC TCICCGTAAT CGfRXOGCAG 180 

OXGPCCCOG GACQCCAOCC CCATGCGTGT GCCCACACTT CCCAGCATCA 03XGCCCCC 240 

GCAGATCAOC ACKXJICCCGA 03CACGTAAG CATACAAAAC GOCTCTGCGA GCAOXAACA 300 

35 CGAAAACCAG CTOTTGAACA QCAGTCCGCA CGCCTGCAQC G033CCAOCA TCACCAGTQ3 360 

TA3CGTG32A ATCTOCATCG TQCTTCCGAA CAOTTTCQCT AGAATGAATA C<XJTCAGAeC 420 

CATCTCCCAT AGCCQQCTAC OTTACACCAC CTtTACAGIT COCCGTCCCA CTTOCAGCGC 480 

40 AGCCTTQCGC TGAAAGTACC AGGCCCAAAA GACTQCATAC GCTTGAAACT ACCGCCACCA 540 

CGACCCATAA TAACCAGTTC ATCGADCATT COCTTO3ATA CCCTOCACCC TTCGCTOEAG 600 

AGTACDCTAC TCTD3330QCC TTTTO3CTCT AOGTCTCTAC GCTATGCCAA ACATACTGGC 660 

TCCQSTGCGT CATGTTCGAT UL'lUiWZGIC ACGTGAOCGA TGACAGG3TA CCTGTCGGTT 720 

CTCITCCGGT TCCAG33NAT GATACCGAAA NCCGAAATTA NCCQGAIGAA TTTCCCGACC 780 

CTCCGANTAC GACNCCAACN GGAGACOCNG TTTTNTGT 818 
(2) INFORMATION FOR SEQ ID NO: 360: 



{i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 828 base pairs 

(B) TYPE: nucleic acid 

55 (C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: CMA (genonic) 

(vi ) ORIGINAL SOURCE: 

(A) CRGfiNISl: PAG1278RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID HQ: 260: 

10 GATCTTCAftC CIOCTICCGC CTATGAACAT TCTGTTCTGA TTCAGAQ3CG ATACCOCCTC 60 

CACeTTTCTT GC^AGCCTGCC COC7ITTT03T AAXCCATACG TTCTICCCCA TTCTTTTGGT 120 

ATTO3TAIAA GCGATGCAAA TGAAAACAOC CKZTTGAATA CAAATOGACT TGCCTACGTA 180 

'5 TAAAATTATA TTTTTATCAG AAACTT33CG AGCATCAAQC TO33^TTCAT TGATTCATAT 240 

ACTAAACAGA ATACACTACA TGCTACGGTC CGAAAACGAA TAATCTATTT CCAATATATA 300 

TATATATATA TATATATATA TTATAGTK7T ACTTTATAAA TCTGAACTAG C7ICATACAAC 360 

20 TCTCAAATCA AACGAITATTT ATTCTACATA TAQCACGGGC GACGCACCAA TTGAAGACTC 420 

TA03XX32CT GAACTTO3CG CTGCCCTGTA TCTTTAGCCT GTTCCriTAC AGC<7TCATAA 480 

ACATAGTACA TACCGCQCTC TAGTTCGTCA TACTOGAIGT TCCTCTGTTT CAGCTOCGGC 540 

25 CAATTTTCGT GAQ33ATACC CCACOCACAT TICIGAGCTA TO\AAGCTGC AACGTCGTCG 600 

CACAGCCCCA GIAACTTAGG TCAATTCGCG TGCTTAACQC- C<ICTCCTATG ATAGTACTTC 660 

TX3GTACGT3A CCTOCACCNT GTTTACATCN 03GAAACTCC COTXTICAN CTOTTClCVn: 720 

30 ANCNCAATCG CATI^JCANNTT CTGGCNAOTT TTTTiGANTC CAT3ACCCCC CQ<RAANINT 780 

TIUCGGTf^G ACCCACACCC OCTTGAAAIN NCIGATOTGN AGANGCNC 828 
(2) INFlDRMATICtJ FOR SEQ ID NO: 361: 

35 (i) SEQUENCE CI lARACTERISTICS : 

(A) LENGTH: 855 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

40 (ii) hO_ECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL. SOLRCE: 

(A) ORGANISM: PAG1278UP 
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(*i) SEQUENCE DESCRIPTION: SEQ ID NO: 361: 

GATCTTGGAT GTACTGGOGG CTCATACTTO GGCTICTGTT TCTTGTCCTT TTTGCCCTTC 60 

TCGCCCTTGC CATACGICGA TGCTCCTTGG COCAXCTTAG AGATATCIGC TGTGCCGCTA 120 

TOSAGTAftOG CTTCTCCTTG CGAACTCTAA CJE&GTCTTEAT CAACTTGTGT GTATCATTTT 180 

TGCCACCTGG AATCCATCAA TTPCACCTAG CCCAACCCAA GCTGCGACCT ATCAAAAAAC 240 

AGGAOCAGGA AGCTGCCTGA ACAAGOGCTC CAGG03TCTA C03AO33SAA AAACTACGAG 300 

GACTGGTGCT ATGACATCCT TOCCGGGATC CATCCCGAGT TCAGTOCTTT CGAGCTGTAC 360 
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AATTGCOTCC GAQCQGTCGG AGCGCAAGOG TOGTTGACAAC ATCAACGAOC GTATCCAGGA 420 

GCTGCTCAAC GTGATTCCAG AGGAGTTCTT CCAGGACTAC TAOCAGAAGA AGAAGGACCA 480 

03AGTCCGAG AC0333ACGC GGGGCGCTCT O0CCAAAAAC AAGGGAACTG CGACGOGCGA 540 

CGGCAAGCCC AACAAAGGCA GATTCTCAGG CAGGCCGTCG AATATGTGAC CTATCTGCAA 600 

ACCAGT03AT CTGOGCACCG OGAAGAGGTC GAGCTGATCC TGAAGGTCAG GAGCTGTGTC 660 

GGCAGACG33 CAGCATCGTG AACGAOGTGA ACTAGAAACA CCATIGCGGA CTCGOXTGG 720 

GAAATOGOGT TGGGCNCTGC AG33TOCTCC GGAATTNTGC CGOCNCAGGG CAGCACACCC 780 

N33CAGCACA CCGCCCCAGA CCACACACTC ATTTGGGTCC CAITCGGACG COTAGATTTT 840 

15 

a^OCTGGNCT GTTTT 855 

(2) INFORMATION FOR SEQ ID NO:362: 

(i) SEQUENCE CHARACTERISTICS: 
20 (A) LENGTH: 831 base pairs 

(B} TYPE: nucleic acid 
(C) STRANDEENESS : single 
<D) TOPOLOGY: linear 



25 



{ii) MOLECULE. TYPE: ENA (gencmic) 

(vi) ORIGINAL. SOURCE: 

(A) ORGANISM: PAG1279RP 



30 (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 362: 

GATCCTTCTG GATGCTGGTA GCTCCGATGA G3AAGTCGTA CTTTTGGTAA TGTCACTGCT 60 

GCITAAGCAT CTACTTTCAA AG33TGATAT ACAGAGAGCG TTTOCTAAAA GTGGTGGATA 120 

35 TACGTTACTG TTCICCATAT TAAAAGATAT CCAATOCGGG CTTACAGGAA AAGTCACGAA 180 

TCTATIGTGC ACCTATGCAT TTGGAAATCA TATTGTCCCA ACACACAGCG AAAGCACGTC 240 

CCTTCTTATT AGACCGCAAG GCGA.TOCX3CT ACAAAGGATA GTTTTCGAAC TKZATTATTT 300 

GGCAATTGCA TTGTTAGAGA TAGCGGTGAT AAAAGCCCCA AAGGAGGATC AACAAGAGTT 360 

GAGTAAAAAC ATTATTACGT ATATCAACGA GITGOCGTTA CTTCATAGTA CTOACTCTCG 420 

AATATCGCTT TTTGATCCAA GCGTATGCCA ACTTCATGAG AGATTGTTAA CTTTGTTATT 480 

AACTTTGACA GATCCCAAAT ATCAGGGTTT CTATATACAG CCTATTCTGG ACATTGAACT 540 

TCTATTGAGT AACAACATAT CTTTCACTTA AAGAATGATG ATCCACCACC 'I'i'l'lOGAACT 600 

ACTTGCAAAA TATTTTGGTA ATGAAAGGGA CATCCGATTA GTCCTAGCAG ATTACAGTTA 660 

GTAACAAAGG TCCAATTATA TTGAGACCAC TATATTNTAA AATTGTCCCC NTGTTATTGA 720 

AAACTTNTGC CCNGGGTACA CTTATTGCTN TTCNACACCG TCCTGNAAAA ANTGTGNTTT 780 

GTTACGATTA ACTOGTTTCC TTGATIGAGC AACTTTTGNT TTTTATCATA G 831 
(2) INFORMATION FOR SEQ ID NO:363: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 841 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: Oft (gencinic) 




70 


(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1279UP 

(xi) SEQUENCE DESCRIPTION: SEQ IDNO:363: 




15 


GATCAAGAGT ACAt/lTGATv* AAAAULAiTl' UJAiUA!lL»AA ATA'lbTAALA 'lU^ACTlULT 


60 




TAAGAAATTG ATAATATAAA AGGCTAD3AG CTICAATATT ATAATACGCA TTGCATAATT 


120 




TATTACATTA AATTGATATA GSTATA'i'iTT TCTTCGAAGA ATTAATTCTA ATCATTTCCA 


180 


20 


TCTGAAGATA lUJLUJIL'lG lUlTACCYUC UiAOVmTCU ACiClTAGTA TATCTACATA 


240 




TTITGGCGAG CCATTATTTA AACTCGCCAG CTTGACTCTG GACCCAAGAG CCGTAATGGC 


300 




AGCAGCTCTT CCTGAGCGCA ArriLTlUAA UL^A'lTCiAOJ (JACCAUG'iUJ OUiTCTiTAA 


360 


25 


TICAAGCACA TATAAACAGA CCGTCCCGTC AATAAACCCT AGCACAATTA TATCXTTTTTC 
TnvjCAATAC AiC'lGULGA':'' AcClU^ACAT TlCClGAGAT tXAAAO'l'LAA CAAAGCITAT 


420 
480 




AGCAGTGATA TCTTGCGTTA GAC^CATGCT TOCAAATTTC c^aaccgttga ogtcataaac 


540 


30 


ATGAACGTTA TTTGAGAATA TOAAOCACCC ATTAAATGAA CTGTACCTGT TIGAAAOCGC 


600 




AATGCACTGG NNINNCTNCA AATATTCNCC AACCCNOCCT TAAAAGNGTC OULVITIATT 


660 




NNa>TJCTNCC TATTCCCAAA AACNTftCCCG NTTCNITGIG NCNCCAAGOJ OTTTTNNCWr 


720 


35 


TNTT03CACC CTTTTAGAGN TTTAAANATN TIOCAANCCC CAAATCCANT TTTTAAAGGN 


780 




CTOCCCTNAA AANNICNTGA ATGANGAGC2>J GAATTCGTTT GCCNTFTAAC TTCCCAGTNA 


840 


40 


G 

(2) INFORMATION FOR SEQ ID NO: 364: 


841 
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<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 826 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrnic) 




50 


(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1280RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 64: 




55 


GATCATCAGA CCTGTCGGAG CCTTCCGTAG TCGAACCTCT TCGTAGGGGG GAGCOXTGT 


60 


NSDOctn- <rt> 
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TGTGAGCCTT GMJCCQCTCT GGAGACGQCG GCCTCGAGTG AAAOTSAGTT CGTATCG33G 120 

ATC3CGW2AT GTACTGG33C GACGTTAATG CAATTTTCTT CITGAAOSftC TTTGTO333A 180 

LTXiAGGAAAG TCTTTCAAAT ATTG£CQCAG AGD3XCCTT T3ft3ATTTGG CTCTOGAAAG 240 

ACWTCTTTC CAAOXCGCC QX^XTTTT CTCCCGTGCr TCO£DXTT GCCGCAajTG 300 

CAAOTA033C CGCCTKXJ^A AGAAC03GAC TCTGCTICAG TAGGCTTGTC TTQ31X30Cft 360 

TCG3CTOCAC CAOCAGCGGA TCTTK5TKX3 GCAG033CAC AAACATGTIG GACCGCOSGA 420 

O37IG0GGIC ACLUL'ULOaC OSAATCA033 CTGCOCJIGCG AAAOTIGAAC GTGTTCTO33 480 

GSCTCTTOS& CATCGAAACC TTOTrCTCGT TGATGCGACT TCTCCGAGTC CACCTCCIGT 540 

ACCGT3GTCT GCTCD33CTC CTCCGIUOTC TCCGGCTGCN TCCIGCCTCC 600 

CIGACIOTIC CaXXXCTTT AGGGGAACAC QGGAAGAAAA NAANINCCCT TTCINNCCCG 660 

GCCQj-i-iU'iG TO3XCCCNN I«*^*jacrxX2CN CCCI!*-B4NNN NNM^OJNM^N I^CO^OIJN 720 

W4NNNAAAAT NTAGOGGWGG GAAAAATGNS GTTPCnjTCC CXXACOJGAA CCCCAAAAAA 780 

AAOOOTAT GINTCCflGGG M1TTKATGAN CANCTTCNCN NIGGSA 826 

(2) INPCRMATICN FCR SEQ ID NO: 365: 

(i) SBOUENCE CHARACTERISTICS: 

<A> LENGTO: 840 base pairs 
(B) TYPE: nucleic acid 
iC) STOANDELNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC : PAG128QUP 



(xi) SEJ^JEt^E DESCRIPTION: SEQ ID ND:365: 

GATCATAAIG GGACTATD3C OCAIAAGCAG GGCAATACGC CIATQCACAT CAAAGTGCCT 60 

40 GACOGTTOCA TK7TOCGCGA OCGTGACGIG CCTGTGTACA AAGGCTCAGC GCTCCAGGCG 120 

CGCGAIGTGA TCCOGTATCA CGAACTAICA AACTCGAACT ATITCACTGT CAATCCTOGT 180 

GAAACftCIAA CACTTCCIGT GTATCAACCG GAGTTAAACA TCCAAQ3CAA CATTGTCGAG 240 

45 G33D33CAGA TIACCAATTT AACTCAGGGT GTACCAGGCG AIGTCCCGAT TTCmTTCTA 300 

GACGCGAACA ACTATACGCA CI032AOCCG TIGGACAAGT CTGAGAGQOC ACTCTTGTIG 360 

ATTGMTTGG GTTCCGAAGA GGAGTACGAG A2GACAACGG GTIAAAATTT TGTGGGGCGC 420 

so TCCTOCCGCG AACAACTTCT OCATCTCTAT TCTCCCCAAC TCAA^XACA TCACAGAGAT 480 

ATTGACAAAA CTGACG3CCA TGATGGACGG CCGGAAIAOG GACTIGTCTC CTGCTCAAAG 540 

TGCCACGCCG TCTCTTCCTC GCACCATCTG CTCGGCGG3C TGGCGAATGT CACCGAJTCC 600 

ss AG33AACIGG C33XATTGA TGAAAACGTG GAMJIUTITr TAAAAAATTT CNJTIGGACT 660 
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TTCANCTCCN NOWTTCACN TTTCCCNAGG CCOCAATNCN GAI^TCCTNA GGCCCTCNAA 720 
CACCATTNAN C17ICGAOCTA CTCAAAAGTN TTCTATCCCC CAATNTCNTT TCCAACACAA 780 
5 CGATCTGCTA ATTGNCCGNC CAACCATCAC TTNOTSCATC ATTITGCCAC AACAATGN3A 840 

(2) INFORMATICS FOR SEQ ID NO: 366: 

r0 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 833 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

? 5 (ii) MOLECULE TYPE: ENA {gencmic) 

(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1281RP 

20 

(xi) SEQUENCE DESCRIFTION: SEQ ID NO: 366: 
CATCCGACGT TCACTC33ACT CTTCCCATTT AA33TTTTCA ACAAATTCCA AACTCATGTG 60 
TTTAATOOCT TGTACCATAC CGATGAAAAT GTATTTATIC GAOCTTGTAA OGGDTCQ33T 120 
AAAACTGCAA TGGCAGAATT AOCTTTATTG AGTCACTGGA GAGAT37TAA Q33ZCGTGCC 180 
CJICTATATAT GTCCATCTCA 03PCAAAATT GATTTTCTG3 TGAAGGATTG GCGAAACAGA 240 
TTTTTAAATG TQ3CAGGTGG AAACCTTATT AATAAACTCA CAITGGAATT AACTAACAAT 300 

CTTCCAACGC taccccagtc ccatttaatc ttagcgactc cacagcagtt TCAOZTQCTT 360 

TCTODrCGCT GGAAAAGAAG AAAAAACATT CAGACATTAG AGCTGTTGAT TCTAGATGAT 420 

CTTCATATGA TCAGTAGTGA CTIGCCTGGC GCAAQCvEATG AAAATATAAT ATCCAGAATG 480 

CTOITCATTC 03GGTCAACT TGAAACGGCC TTGCGTATAG TCX33TTTATC TACCTCCCTC 540 

GC7DAATGGTC OCGACTTTGG AGACTTOCCT CCGAGCTAAA AAGCTACATT TTTATTTCTC 600 

CTTTC7VD3AA COjTTATDCC CTTACAGATC OCTTACATC 03TICCTAGA NCCATGAAAN 660 

TCTTTAATTG AACTATGGCC AATCCCTICC TGACGNACAA CTCTGTGATA CTGCCANTNT 720 

TANLTl'l'lGT TOCATTAGAA ATCTTTCAAT TCTGTCNCTG C^33CC3D32 OGAN3AAATC 780 

45 CTCOTCNCCN ATTAGTIQ3A ACCATTCTAG GNNAAAAGAC TCTTATCCTA ACN 833 

(2) INFORMATION FOR SEQ ID NO:367: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 853 base pairs 
so (B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 

(D) TOPOLCGY: linear 



25 
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(ii) MOLECULE TYPE: DNA (gencmic) 

55 (vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1281UP 
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(xi) sequence descripttcn: seq id no: 3 67: 

gatctgaacg tatgagaqcg ggtrtttact aattatagaa ccatatgaga tagaaaatgc 60 

03cagttcca aatocaataa tgcgattcac gtcccttgat gcctccattg caatcaaacc 120 

agtgtttgag aagttttcgt cagttattat tacatcg33g acc a itic t c oxttgacat iso 

<?mxviu3A atgctgaatt tigagacagt tcttcaaaaa tcttactcca tgacgctggc 240 

GCAGAAGTCC TTXTCCCAA TGATTATAAC CAAG337TCA GACCAGGTAG CCATCTCTTC 300 

TCGGTTTGAG ATCAGGAATG ATCCCTCAAT TOICAGGAAT TAT33TTCCA TATK3GTTGA 360 

ATTIT3CCAAG ATIACICCTG ATOGTATQ3T AGTGTTCTTC COCTCATAIT TATATATGGA 420 

ATCCATTATT TCAACTTGGC AGACAATGOC- GATCTAGACG AGGTTTGGAA ATACAAOCTC 480 

ATCCCICGTG GAAACACCAG ACGCCACAGG AAACCTCCTC TACCTTTAAA AACTNACCNA 540 

AQ3CCNGCCC J-S'IAATGGGNC GGGCCANTTA ATITCNGTGG COGNGGGAAA ATTCTNAGGA 600 

ATQGATTTM3 ACNOCCTCGG NGOSAGTGTr TGAAAATGGA TCCCKXCTT NACOGANAAC 660 

GTTTNTTTAG GGAGGGTTNT rTTCCTTINAm AAANATCCAA ACCGGGAATA CTITTTCCTT 720 

NNAGCATGAA NCCCXXXXCT TTTO33AAAA TTCAG33GTG AGGAANATAT GoTTAA'rGTN 780 

CCCCCCAtOJ GNT1>*XNNAA AAAAANCACT CCCAA0GTCC CAGGNCCTTN M3sRCCACTT 840 

CIMMSJNATIX3 GAT 853 
(2) INFORMATION FOR SEQ ID NO-.368: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 598 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genorric) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1282RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 368: 

GATOCGGAAT TATAGAATCG ATGAGGATTT CATTTAGCAA CCTTCTTCCA ATTOGTAAIG 60 

GTTCATATAT AAACTCCCTA GCTTCCTCTT GATAAAICCT TTCAAGAACA GCACCGTOGC 120 

AGTCTOGGrTT TATCTTTATA TTATTTCTTG TTATOCAACT COCATGGTCT ATGAGGTCCC 180 

TACATACATT TAGGTCGCCC ATCAGTACCA CCCTCTKXC OVGATTCTCT ATGTTCCTCA 240 

CACGTITGAA TAGAGTiTlC AGGAAACGCA GCCTAAAAAC TICACCCTCC TCAGTCTTCA 300 

TAGAATTAGC AQGGCAGTAT ACGGAAATGA OCACCACCTT ACAQGCCAAT TCGACTAGAA 360 

GGCATCTCCC CICACTGTCT AGTTCCTGTG CATTAGCATC AC*TCCCATAG GQCAAGCCAT 420 
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CATAACCACC AATACCAATG GTCGQ3ICCT CGCAATAK3CT T?CCAAG333 CCATCCTTTT 

rraAmrrr agtctotctg taaiacctoc toxoccttc aatacttgta aigattatcc- 540 

CA Z £X5ATCGG L'1U_TICAGG GATTCTGTTC Q£NCCCACN CC^TACCCT TCTCCTGN 598 
!2) INFUKW^riCM FOR SEQ ID NO: 369: 

ii) SEQUENCE CHARACTERISTICS: 

(A) LENoIH: 622 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGAN! 34: RAG1282UP 



20 (xi) SEQUENCE DESCRIPTION: SB2 ID NO: 369: 

GATCTGCGCA AACACCCOCA CTCTGTGTAC CTCC1D3ATG CTGTCAATO3 AGTCCTTCrrc 60 

CATGOTTCTA TCCTICAGCA GGAACGCGCC TACGTACG33 ATCTIOCGCC OCAOCAQCCC 120 

2s OCAGATAGCT TCGATCACCG COC333TCGTA CACGGTCACC GACITGTAGT AO30GGGGAA 180 

CAGCGGOCGG TTCCTCATCG GTAGCACCAT CAOHCCTCG TACTTOCGCG GCACCTOXC 240 

CTCGCrCOQC GGOTTCGACC OXCQ303X GCCCGOCGAA CACCCCGAAC O30CGCTGCC 300 

30 COGCGAAGAA CIAGXXTOCG ACGACCGATT O330TCCTCT TCCCGT03CT GOCGCTOCGC 360 

CTOCTCGTCG OX»OCGCTT CCTCGTCGCG CCCCTCCTCC GCGCOO330G GCACCTTTTT 420 

CICGTCGCTC TG0TCCO3CT CCOTCXJTCCT GCTTCAGTAT GCAACTCCCC GCCGOTTGTA 480 

35 TOCCCGACTG CTOCCGCAAG QCXACTCTTT TTO333GGGG NMTOXOOC 540 

CCCCCGCCOG GC03CGTTGN CCGCeCGCGC OLU l ' I 'm j U J INTICACGCC OGCGCOTTGG 600 

CCATCCCCCC CTtWTTTTTC CT 62 2 

40 (2) 1NFCRKATICN FOR SEQ ID NO: 370: 

(-) SEQUENCE CHARACTERISTICS: 

(A) IjENjTH : 798 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
4S (D) TOPOLOGY: linear 

(ii) M0IJ5CULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1283RP 

SO 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 370: 
GATCAGGAAA T0^333GAC TG3CTGATTG TCTTTATAGT CAAGCATATT AAACACACGT 60 

55 

GACTTAAACT AGATTTACAC GIGACATGCA ATTGTGTCGT TlVl'lTl ' l ' VA TTTGAAAAAT 120 



694 
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CTGCATCGAG CTATTAGATG CICAICGACA CDGIUT/O AACCAGTCAA GQCTTAAAAG 180 

CTCTGCAGCA TOGACCAGTC GAATAAOSAG CAOCGTCCTA AAAACCAGAA 03CGACAGCT 240 

AAAAAGAAGC TOCAC1CCCA 03302ACAAT GCGAAGGCAT TCGCOJK33C OXTCCOXA 300 

AAGAT333CA AGCAGATGCA O03CAQCAQC GATAAO0333 AO0303CGCT GCftCGITCCG 360 

ATGGTGGACC Q3ACGCCQ3A CGACCAOOCG CCGCCACICA TTGTTXCGT TSTAGGTCCC 420 

CCX33GGAG3G GTAAGACAAC MTIGATCAAT CQCTOGTOCG GCGJITCftCC AAGACGACCC 480 

TCG3CGAGAT TAACG7TOCG ATCACG3TO3 TCTCC3XAA QCQCOXCGT CT3ACGTTCA 540 

TIGAGACGCC CO03GAOGAT CTGAACTCCG ATGTOGACAT T32GAAO^IT Q2AGA.TTTO3 600 

T3CTGCIOCT GATQSflCGGrr ACTTTO3TIC GAGATGAGAC ATGAGTTCCC TGACCTO3CN 660 

CACNCCACQ3 ATUTCCTTTT NCTGGATTAC AATOJCNCAT TTITCATINC NSG3COJC1C 720 

CN3CTCNAAA ACHTTNACC TCGTTCVGPC NATTTOCCN GGGGMOlTr COCCTTCGTN 780 

TTrTITATGN N3tfJTCtrF 798 

(2) INPORMATICN FOR SEQ TD NO:371: 

(i) SEQUH'JCE CHARACTERISTICS: 
25 (A) LEM3TH: 829 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEXNESS : single 

(D) TOPOLOGY: linear 



15 



20 



30 



(ii) MDLBCULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1283UP 



35 (xi) SEQUEMZE DESCRIPTION: SEQ ID NO; 371: 

GATCCGCTGG CCCAXCOCCG AGAGCTATGT GCATCGCCTC ATAGTT3G0ZT TGATACCTKTT 60 

CTCAACCftAG ATTGTOSAAG ACACCGTQCA CTCCCACGAG TATTTCAOCA AGGTCTGCGG 120 

40 CATATCGAAG AAGCTCTTGA TGCGCCTCGA GCTAGCCCTC ATACTOGTCC TOCGCX33CGA 180 

QOGTTTGATG GTCACGGCTG CAGCTCTAAA OXTGCCTCA AACGCAOoTG CT033CTTCG 240 

CGAOZAGTCT QCGCTGCCAG CCGCTGCTOC TCAGTGATAA TaXCACTTC TAGXCCACA 300 

45 ATTCOGHTAT TTAATAAOCA ATAAATACTC CAACACTAAT AGTATACACC GTi'IULIiAGA 360 

(7TAAQCA0GC AOCAOSAQ3T OOCAOdTTT CTQSTACCAC CTCAAOOCCC TTGZCATTGC 420 

TGCCTATCTG GTTTAGGCAT OO^AACCTT AGTCAGTTTC GAACCCC7IGA TATATGTTTC 480 

GAACACGTTA CCTITTCOGrr GAAAAGAAAA ACCCTAAACC OGAAATTTTT TCCATGTTAA 540 

CACAOCAGAT TAGAOGrTACC TTGTACTGGA TATTCTGTAG GATCACO330 TACGAQCATT 600 

CATCCAGAAG CTTTGAACTT AN33TGTTIC N3GAT33CAG TIN333ACTT ATNCCGT3C5<I 660 

TOTAAAANAA TACTTCGXC TACTCTTTGG AACAAACOTG Cftl'l'IlaTIUr TCTINTTTTG 720 



50 



55 
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CWE^TCOGN AAG^CANTXT TTOCCCTGCT TTGGGAACN3 M^XOITK^J 


780 




CCCNITCCGA GNCl^NGAACN COXCCNTTN a^sTTTCrtvOJ 0333'INNNC 


829 




(2) INFORMATION SEQ ID NO: 372: 




10 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 817 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDELNESS : single 
(D) TOPOLOGY: linear 

<ii> MOL-CULE TYPE: LNA (gencmic) 




IS 


<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1284RP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 372 : 




20 


CATCGATCTG GTCAGGTCTA TTTGTGGCAC CGATGACAAA AACATTTTTC TITCCATTCA 


60 




TACCATCCAT TTCAGTTAAC AATTGGTTAA CGACTCTATC AGAG3CGCCA OCAGCATCAC 


120 




CCATTGAGCC ACCTCTAGOC TTTGCAATG3 AATCTAGTTC ATCCAAAAAG ACAACGGTTG 


180 


25 


G03TTG033C TCTAGCITTA TCAAAAATAT CACGAATGTT OGACTCAGAC TOVDCATACC 


240 




ACATGCTTAG CAACTCTGGA OCCTTCACAG AAATGAAATT AGCAGATACT TCAGTTGCGA 


300 


30 


CTGCCTTTGC CAACAACGTC TTACCAGTAC CTG3AGGACC GTAAAACAAC ACACCTTTOG 


360 


ATGGOGATAG ACCAAACTTA ATGTATTGGT CAGGATGCAA GACGGGATAC TCAACGGTTT 


420 




CCTTCAACTC C03GTTTATG TCATCCAACC CACCAACATC GTCCCAAGTA ACGTTAACCG 


480 


3£ 


ATTCAACCAC GGTTTCACGT AGCGCGGATG GATTOGAGTT CCCAAGTGCG AATCTAAAGT 


540 


TATCCATTGT AACTCCTAAG GAATCCAAGC ACTTCAGOGT CGATTTCATC CCTCGTCCCA 


600 




ATCAATTAGA CTCA'ILTILT CICTAATCTG TTCCATTGCA GCCTCTGAAC ACAAAGAGGC 


660 


40 


ATATCAGCAC CCACATACCA TGGTTTCAGC AGCTAGCACT TOCAATCACG TCATCAGCCA 


720 


TCTCANTTCT TCJTirjTOGAT CTTTAAATTC CCACCCTCCA GTGCTCTGGA NACCAtmTA 


780 




TTNNT13TCAA TTTACCAACT TTTAGNCGON TNNATGG 


817 


45 


(2) INFORMATION FOR SEQ ID NO: 373: 




SO 


<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 




ss 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1284UP 




nsnorarv *vt> 


696 
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(xi) SEQUENCE DESCRIPTION: SEQ IDNO:373: 

GATCATOTTG ATATtTIATTC GGTCCTATCC GT03TAATCT TCTTT333CGC 60 

OGCTCCCAAC CACGACCGTA CTCOCTICCG CTACTQ3AAG AAOCCGGGGC CCTTTGCGAT 120 

GAGCCICGCG CCAGGAAQCA CGGCXXXJITT CTTO2AGGTG TO0CQCQCO3 TXATCAAGTC 180 

GGCCTTCGCC TTCATCCTAT CACCAGAACT TATAGGCATT GCATO03TCG AGGCGCAGGA 240 

CACC333CGG AACACTGAGA AGOCATOSAG AC3TTTCATA TACOGTATTA 'ILT.LTm.TA 300 

TCTCACX7KX" GCGCTCATGA TCGGCGICAT CTmTCAAGA ACTGATCCGA AACTCATAGA 360 

G033CT33AG ACAG3CGCGC CAGGCGCTCC CTCTTCTCCG TTOGTG2AGG GGATTOCCAA 420 

CGCAGGGATT CCCGTQTTOG ACCACGTCAT CAACGTCGCG AICTIUIUTT CTT3GGTGGTC 480 

GGCAGGCAAC TCCTTCATGT ATGCATCCAC GCGCATOTTC CTAGCGCTK3 CGCGCGAGGG 540 

AAAT3ZGCCA AAGTICCTCA CCAAGATCAA C^GATATGTG TQCCCTACAA GGOQGTCATC 600 

GICTGCACGC 'IW1U3XTG 1CTTGCCTAC CTGAACGTCA AGAOGACTOC aZAATGTGTT 660 

CCAGTGGCTG TCGAACATAT GCACCATCTC COC7TTCATCC GCTIX7ITOGC CAT33CTCCC 720 

TTATATCCGT TCCCN33CGT TCTTTTCACA CIT33NANCCN TfTXCTNCCA GTTCCCIGCA 780 

COmTCNCC ACTATICCWr TOTAATCTNT CTITTTttGAC AATGTTCCCT C 831 

(2) INFORMATION FOR SEQ ID NO:374: 

(i) SEQUENCE CHARACTERISTICS: 
30 (A) LENGTH: 817 base pairs 

(B) TYPE: nucleic acid 

(C) STRAM>ECNESS.- single 

(D) TOPOLOGY: linear 



20 



25 



35 



(ii) M3LE7ULE TYPE: ENA (gencmic) 

(vi) ORIGD>JAL SOURCE: 

(A) ORGANISM: PAG1285RP 



40 (Xi) SEQUENCE INSCRIPTION: SEQ ID NO: 374: 

GATCCQ33TC CGCCACAAGC TGCTGGTCCA CATCX7P3CTG CTGCGCGGCC CCCCCGACGC 60 

OCCC33AAAG AAAACCGAAA TCAAGGCCAG CATTCCGGTT ATGCTXTACA TATCQ2CGCT 120 

45 CGTACC'iGTC CAGGGCCGCA CCCTCCTGGT TGATAACGCT GGCCGCTTCC ACAICCGTCC 180 

CGOCGTGCTG ACAGACCTAT TC033/CGCG GAGCGCGGAC TCACTTCCGA GCT33GACGC 240 

GCCGCCGTCC TACGAGTCGC GCGTGCACGA TLX33CTGTAC GATGGCGACG TA33LTICGCT 300 

SO TCCTTCCGGC AGGQ333CCC CGOTCGATTC GGCGGCGCCC CGCOCCOCGC CCCGAGATTC 360 

GOCACTGGGT CICCTTCCGC CCCTTCACGC CTTOTCGTIG GA3GATCTAA GOAGGGTCCC 420 

CACGTACCAA CACCAGCACG ATGGACACTC OCTGCCATTC CATCAOCTCT CCCCQGCCTA 480 

55 TO30GCCACC GCQCXACCN3 CCGGGGGGCA ACSGCGCACN TGACAA1CAC TTNTGCGGTC 540 
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G3ICG03Xe CCCCGGACCC CCTTGCGCCC TTATK^TGCC CXXXXCAAAC CNACCNTGCN 


600 




CCCAATAGOG TCAAACCGCG GN3TTGGNAA TTTNCTTGNT CNGNNT-NCN3 NTX^OJTTTT 


660 


5 


G33CCCCCCC OTnTCCXXC CNNATTTmX CCAANCGGAA >rXGa33AG3 GTTTOCTGN 


720 




KNCNjTAAAA ACTTNTACCC OCCCHCTTTC GGTN3CN3X CGOK333TTT TnTlTUJJ-' 


780 




CGGGGNGCCC COCCOW333 ACX*HTN333 NACNATT 


817 


10 


(2) INFORMATION FCK SEX) ID NO: 375 : 




IS 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 




20 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1285UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:375: 




25 


GAULTICTTC' ATGACGCTAC TGTAGACAGT TTCACAACCG ATAGCCTGAA GACACAGTAC 


60 




AACCAGAOCA AAAGATATCA ACTGTTTCGG ATTCCGTATT CG3AGCATTC CAGCTTTAAG 


120 




GACCTAAGTA TITTCOCAAC CAC3ATCCAG ATGAACGCCA TICGAJCTAC AGTGAACCTG 


180 


30 


UUCIumU* AGATGCATCG CATGTGGTTC GACACTTGGT CTCGTAXTAG AAACGAAAAA 


240 




TACCTOCGTA AATTATGATT ACATOTTATA TATAGTAAAA GATAACAOGC CACTCAGTGT 


300 




TAAATOGTCC ATCATGCCTC TAGG?jCTOGT TGTCGTTGtT CGACAGAACT GCAGTOCOCA 


360 


35 


TTTCXXTGGT AGGnT.'lGT GAGGCITTIT TCTAATTGTC TAATTTAAAG TCCTGAATAT 


420 




TATCCTOCAA TTGTQGAATG AAAGACACAT GTACCACTAG AGGTTCAGCC CGATGOCTOC 


480 




AAAACGGCAT ATTTGTCATC CAAATCATGC OGCTGGTCCA ACAGTTTAAT AATGTCTCTG 


540 


\ 40 


GAACTTCGAC TACGTCCGGA ACTCGTCTAT CATCTGGAAT ACCN3CTCCT GTTAT307TT 


600 




ACCATANTCC CCKXXTTGG TGGCCNAAXT CTTAANCAAT TT3TGNTTAA AXNCOCCtm" 


660 




OTTTJNCTAA GGTNAATTCC hEtflTGGCCCC COCCTTCG33 TTTNTCCGTT CTTT33AATG 


720 


45 


GAGGAAGOX AGGCTTCNOC OCCAATACNC GCCCTCCGGG AACJJ3TCCTC CTODCXTTN 


780 




COZANP3GGN TTXJTTGGGTT N3NGCAAAN CNACT^CN33 OXTOCTNCN C 


831 




(2) INFCRMATICN FOR SEQ ID NO: 376: 




SO 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENSTH: 802 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 




55 


(ii) M3LBCULE TYPE: DNA (genomic) 

698 
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is 



20 



26 



30 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: P/C1286RP 



(JO.) SEQUENCE DESCRIPTION: SEQ ID NO: 376 : 

GAT03CACCT ATAATGAAGA CCOGTTTTTT TTTATGAGAA ATAGCAGCCC ICCAG33GTT 60 

ACTEATTAAA TWXTACAGT AAGATTAQGT TA3TCCJITTG CAAATTCATT GGTAGATCAA 120 

CTTCTACACT TCAAATAATG CTTCGCK33C AOOoTCATAA AACATGTIAT GCCCGGTOTT 180 

GACAACTACT CTGAAGCTAT ^GICAGGGEA GTGCGTGGCA TTO3CK33AC ACACCTTATC 240 

TTCACP3CCG AOCAAGACAT GCCCIUiGCA OXQCTGT03 AGCAAAGGTG GGCCGTTAAT 300 

TAOTICTTOC CAGCCTAGAA GATACTCAGT GATGGA3TTG GICGAAACTG CT3OC0GTC 360 

GIAGAAGTGA TTTAGCTTCC TCEftCTTOIT CCCCATGTTC GAGAAAAAGA ACTTAATTOC 420 

GGAGCIGTTC AACCCTTCAT CTOSTCGAAA TTO3ICCTTA TCAATTIGAG AAGCATGATC 480 

AAGAAGG3CT TGAAGAATGT TAGTGAAAGG TTTAGATATC OCTCGACGAT ATOCAACTTT 540 

GATTIGAGAG TTCTAGGTGG C33CGGCGCC AATflGAAlGA TCTTTCTGDG TTCAATTGTT 600 

GAC3CCGTAT CCIGAAGGCT AATQCCAAGC CAAATGCACC OCATCNATTG CCCAAAACTC 660 

CCACN3ACAT TATTATGGTF GGCNCGTAGA CXATGAATCT AAACCCCCIA TC^OCCC 720 

CCCCCACAN3 GTTACCATCG CCCATGTOCC TTDOCCANDC TGAGNTCNAC CCCATII7ICC 780 

OCCtATTINC CACATAICNT CC 802 

(2) INPORMATICN FOR SEQ ID NO: 377: 



(l) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 835 base pairs 
<B) TYPE: nucleic acid 
3S (C) STRANDETKESS: single 

(D) TOPOLOGY: linear 

{ii> W3LECULE TYPE: DNA (genomic) 



40 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1286UP 



(3d.) SEQUENCE DESCRIPTICM: SEQ ID NO: 377: 

GATCTTCGCA GCCAXODGT AGTCCACCGG CGTCAGTCCC TCGCAGAAD3 COCCGCCGTG 60 

CACGTACAGC ACCACOGOGT OGTCTGGGTG OCGCTTGTCG GGGOGCGACA CATACACCGC 120 

OCGCGCAGTC COCTCCGCCG CCGCAGCCGC 03XCCCCCG AGCTCGAACA GGTCGCTATC 180 

CTGCACAACG TACCTCTCCT CCAGCACCTC GOCGCCGCGC TCGAACGACC GCCGCGCGTG 240 

CCACCACGGC ACQCACGTCC CGACCGACGC CCGCAGCGCG GCCGCCGCCG CCGQ3TCCGC 300 

GTQCOGCGCG GCCTCTACGC CCAGCAGTCC CAGCAGCGTG CGCCGCCCCG GGCGCCGCAC 360 

CAOCQBOIAT ACCAGG33CG COCCGCTOC CG3CACGCCC AACCCATAGA ACTICAGCSG 420 
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AAA03CCACT ACGCTCCACG TTTTGTTTK33 AGATCCCATG ATOCCQ3CCC GAGCKACGTC 480 

GACGCCCQCC ACC^3A00O3 GCQ3CTACTT ATACACCACA AGATICTATA GAAAAGGAAT 540 

GCGaCCAACG ACGAACQJTG TMCU1TIUG GAAAAAAAGG AGTOCOCCAA CTAAAGCTTG 600 

CTTOCTOOCT ACGftLTlTiUi' GTrrCAGJIT TCTTCKTAGC ATCCCA?ITG TTITCTTTCT 660 

TTGOCAAATC GCATATGAAC CATAAAANAT CAAANNTTGT ACAATTQCTG CXX^CCGTTG 720 

CCOZATCCNC C0333AAANA TCCAGAAATC GAGANAATIT CAGACG3DGG GTTIXX5CAAA 780 

NICCCGAAAC CC2AAANTCC CAACATTCCT OOCACATTTC ATTCTGNNNC MICA 835 
(2) INFORMATION FDR SEQ ID ND: 376; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMJItt: 799 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNSSS : single 

(D) TOPOIOGY: linear 

(ii) MDLECULE TYPE: IMA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1287RP 

25 

{Xi} SEQUENCE DESCRIPTION: SEQ ID NO:378: 

CATCCCACTG GTATIAGGTG TCT3AACACG GCCAAATAAA ATACGCAAAA TGAAGGGCAT 60 

3 ° TAATAATCTT TCATCAGTGT TGACAATAAC CCTTGACTCA TTCTGAGCAA ATAACTTTGT 120 

TACTICGICG TTGAATAACG TGTICATCTAA TAAGTICTIC AGATIGTCCC TATA1TTCAC 180 

AGCTACT3GA TCCTICTATG CTAACAACGC ATCTAGGGCC AGTITCTGCA CTTCCAQCGT 240 

35 TCG^CTACCC AATAATTCCA TCAACCTTTG GCGGACATCT T0Q3ATTTGT AAATAGCTTT 300 

CATA1TCTTG AACTTGCOIA ATAATTTCAA AATTAGATIC CTA1CCGTCT CAGACCATGT 360 

ATCCGCAGAG TGCACICCTA ACTCACCCAG ATGGTCTTCA TCTKXJTI03 CATCGAATTG 420 

A3CATIQCGT TITAAGACAA AAGGTACAAT GAA7CTOCTA TITP3CTCCC GCGAGCIGTN 480 

GO^GCGCGAT TAATATCTTC AATGCTTGTT ICTAATCATA CCJQ3VIATCC GfiGTGAACCG 540 

CGANCCCCTT TAAOGTTTTC CAACCAAGGA TTTTICGAAA NC^ACAINZN TTINGAACNT 600 

TCCNAANNCA AATAATINAT CCTAAAAAAT TINIX33CCNA NTOCAAAAAN TCCCCNAGGG 660 

GTNNAAAGAG T33CXXCAAA TTCNAAATNA GNGNITITTN GOCNITI1CC NAAAAAAAAT 720 

CXXIJCCCNAC Q-CGNNITTA ANAATTTTIC GGAANCCCAT TCCCCCCCCA AG33GAAAAA 780 

AGMXX3^rrj CNATTTim 799 

(2) INFORMATION FOR SEQ ID NO:379: 

(i) SEQUENCE CHARACTERISTICS: 
55 (A) LHS3TH: 817 base pairs 

(B) TYPE: nucleic acid 



40 



45 



SO 
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25 



(C) STT^NDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1287UP 



(xi) SKUETCE INSCRIPTION: SEQ ID NO: 379: 

GATCAGGTGG TGTTGGCCGA TACCGTGACG GAAATGGATG TCCTOXCAT GCCOGAGATA SO 

GATTTCCTCG ACACAACGTC CTCCTCGAAG GGCCTGATGC GGCGAGAGCG CTCAATGGAG 120 

POSCAOGTAC AGGGCGCGAA CACGGTCACA GACCCATGGG ACATGTCTTT GGAAGTOGGG 180 

AGAAGA.T3VZG CCOCTGACGA CGACCTGGAG CAACAGACGT CGCTACTGGA CCTCAACTTT 240 

GAACTCAGTG ACATGCAGAA CTCCAAATCT TQ33GTGAAG GGAOGGACAA TTCCGAAGAG 300 

ATCAG^GCCA ATGTGCTTGC AGAGTCGCAA OGCCAGGAGC TGOCCGGGAA CGAOGGCATT 360 

GAGGGTGAAG fl33ATCTTCA TTGGAMCTG GGATTCACGG AACCAGCAAT TGEMJTCOCT 420 

TCAA3CGMT TTGAACACGA TAACAGCATA GAAGTGGGCC GGAGAGCAGT OXCGAATGC 480 

G3ACCTTCAG GAAACTGTO3 ATTTGGGATT OGACTTGGAT ATTOCCA333 TTCSCATTGA 540 

GGCTACAGCC aSCGAGGAGA TGCTGGCAGT TTGCAICTGA GCTTTCCGGA PGm&GTPC 600 

GTCTICCTGG AACKTGINC ACANCCAAAA CAftGAA#33C ACCTQjTIAT CAATTCEACA 660 

TTCACCOCCA CCG3ATTACT GAAAGGTGNT CNAAAACCOC OCCNACANTG CICCNTGANT 720 

AOXATCCCN NOCTCATTCN NCOCNAAAAC GGNTNICGAC OCTTTNAAAT GATCCTNCAA 780 

TTTTGCNIGA CATCCTOCTC NTTTCCAACG AG*XCA 817 
{2) INFORMATION FOR SEQ ID NO: 380: 

(i) SEQUENZE CHARACTERISTICS: 

(A) LENGTH: 787 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1289RP 



(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 380: 

GATCGGGATT GACCGIAATA TTTCAOITTT 1TGATGTGAA TTOCCAAGflG GACO¥XGAT 60 

TTGAATCTCG CTGACTCTGT TGTGAGTAAT TfiGTACAAGA AOCTGTGGCC TGTCACAATT 120 

A^OCOTTQ33 AATi*3GACTT CAACTTCAGA AGCCCACGAT CGTCAAGOGA TGATACAAGT 180 

5£ GCCTACCAAC ATTGACTTAA CATGAAAATT GATAGCATTT TTATAACAAT GGAAOCAAAG 240 



30 



35 
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gsceaagtcc ttcaoctogt cqccaatgca ulcxuitmac a33tttcg3c aiat1ccto5 30g 

aagatgtcaa ccttccaaaa ata7tcctca gagcattaat ta1cattaca c^agojltil. 360 

ontk^^ca gaatctigag aggtgctgcg ataaaacica aaatcgcagt gcttggatta 420 

t7j333cttat atactgattt aagtogtggt ggttatctat icagajnur ataaattaaa 480 

ata2cacagt cx33tatactc ttacacacta atiataatca cgigatattt gactatitat 540 

tacaccagga cacctcgcta tgaaaatagc aacagqctga togtattaac atctgaagat 600 

atcgccaaca 1tagaacaca ci7ctgacac aaoggccagc cattcgagac tatggctcgt 660 

actactocan tactgtcatg citaicrg^c iscctcacojc tgattgtigc ggaaaiccnt 720 

ttcatojoca aaatcatntc ow3aocn2a anttctactn tattaaxxx: cccacotcga 780 

accittg 787 
(2) information seq id no: 381 : 

<i) SBgUENCE CHARACTERISTICS: 

(A) LENGTH: 788 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1289UP 

30 

<xi) SEQUENCE EESCRIFTION: SEQ ID NO: 381 : 

GATCCCAG3C TGOXCAGGA TGACGGAAAG TTGCAIGTIC TTITCGGCGC TACAGQCTCG 60 

35 CTJ'ICUGIAC TGAAGATTAA ATCGMGKTC AAAAAACTCG AAGAGA.TTCA TQJTTO3GAC 120 

CATATAICGA TICAAOTCAX ATTAACTCAA (XCGCTOCGC AKTUZTTTGC TAATAAAAAC 180 

CCCAAGAAGA AGAACCTTTA CGTGTCTAGC GAAACAAACT CATICICAAA CTCCGTGGCT 240 

40 CACCAG03GA AACTTCCAAC AGAACAACTC AGACGCATCC TACACTGOGG TAAATAGCGT 300 

CICCAATACC CCIGCAGTTG GOGGOCGCAC ACCAACGCCA GCAGATCTTC TCCAGGGCGC 360 

AGCGCCOCAA G3CGCGGGCT CCQSTCTAAG CCAGGGCGCA GCIGCGGGGA AGATTGAGCT 420 

45 CCCTGCACAC ATACAAGTCT GGAD3GATCA AGAGGAGTGG GACGTGTGGA AGCAAAGAAC 480 

AGATCCGTAC TGCATATTGA ATTAO0CAG3 TGGGOGATAT CCTTGTCGTC GCGCCACTTA 540 

CGCGAATACA CTICCAAATT OXCIGGCCC TTC7TTAAAAC CCGCGAACAT GTICNICGGG 600 

50 l^JIGNAACCA NTTTTOCAAT TCTNZNCCCA NCCGN3TTTN 3Q7H7TTNA ACTXD30CCCC 660 

TAGCCCCCNA AAAANAANAA NAAAAACOX GTTOTCNGTG TTTCAZO^QC CANAAAANAG 720 

GGTNCCCCGG GAAAACGAAC TGGGG3GAGA GAGAGGNANN AAATINCNAN AATCCTTITA 780 

55 NCCCNGGG 788 
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(2) BffORMATIGN FOR SEQ ID NO: 382: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 761 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELTESS : single 

(D) TOP3LCGY: linear 

(ii) MOLECULE TYPE: CNA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1290RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:382: 

GATCGCTAGA TGCZCCAG3AT GAGACTGTTC AOOTTAGGCA GGTGTTGTAT O03CXX3CCAG 60 

AQ3SAAACCC AATCftCTTTC CATAGAACAA PCCCGCCATC ACCCATGTCT TGOGCTGIAT 120 

AGAGACTAAG GTATCTGAOG ATOXTTAGC GACTCTCTCC ACCGCTCGAC GAQ3CCATTG 160 

ACCTCTTACG AACT3CACAA ACCTACTCGA ACTCTGITTC CAGACTTCTT 'IL'lWlTlb'lC 240 

TICAACTGCT TTCCCATGAA GTACCCCCCA GGCTAlTnT CTTACCCOX TGGTGTTIGT 300 

CTATATACCC GGTTOTATTT TTGATAAAAA ACTCAGCTCT TOC1CTACGG CAGAAATATA 360 

TATCCAGTCC TTAGCGCCAT GCGAAAATCT GCCTITTTAC CGCTGTITCT OCCAGFCTTA 420 

GCACTGGCAG AAAAAAGATG TATGGCGTAT AGGOOCTGGC CCCGCCGAAA AAAAAAAAAA 480 

ATAGAAAAAT AGAAAAAIAA AAAGACGT33 CCCXCCCCGC C333CAGACGA AGAAAAAATA 540 

GGO30CCACC CCTCCAAGCA GACGACA33C GAGACATAAT AAATOXACA CCAAGGGAAG 600 

AAGTCTTGTG CACGCTCCCG QCTCATACQC CTCCCATTCT CTTCCATCCC GCTTGCAACC 660 

CAGTATGCAT GTCAAGCATG mCCGAGCTC GGCTGCTTGG AGICGAATCT CTTCCTACCC 720 

ACCCGAATQC CATACTTGCC TICACATACA TACCTTTCAT T 761 

(2) INFORMATION FOR SEQ ID NO: 383: 

(i> SEQUENCE CHARACTERISTICS: 
40 (A) LENGTH: 639 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1290UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 83: 

CATCAGACAT OSIGTHTCC GCOCCTCGCT OCTTGTGGGT CO30TCACCG CAGTTCACTG 60 

Q3XAGCATC AGTTTTGGTG GCAGCAGAAA CCCTTAG3AA IGTGACTTTC TCTTOQGAGG 120 

/VKTTCTTATA GCCTAAGGTT ATACTTXCAA CCX30GACTGA GGACTGCGGC TTCX330CAAG 180 
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CATGCTGGCA TAATGGTITAA ATG333CCCG TCTTGAAACA CCOOCAAGG AGTCTAAOGT 240 

CTATOCGAGT GTI'IUGGTGT AAAAOCCGTA CCOTEAATGA AAGICAAOGT T^GOTCAGGGC 3CC 

CTCnTAGAG GTX3ZATCA!!Xr GAOTGATCCT GA1X7TCTTO3 GATGGATTTG AGTAAGAOCA 360 

TAGCTGTTGG GACOCGAAAG AT3GTGAACT ATGCCTGAAT AGCCTGAAGC COJANGAAAC 420 

TCTOGTGGAG GCTCGTAGCG OTlt-'IUflCOT GCAAATCGAT CGTCGAATTT G3GTATAGGG 480 

COGAAAGACT AATCGAACCA TCTACTAQCT GGTCCTGCCG AAGTTCCCTC CAGATACAGA 540 

ACICCTATCA TTTTATGAGT TAAACNAATG ATAAGTTACC G37TTGAAAT GACCTGACTA 600 

TCCCCACTTT AATAGTEfiGA ATCCCTCTTC CTTATTGAC 639 
(2) DEFORMATION FOR SE£ ID NO: 384: 



(1) SEQUENCE CHAFACTERISTICS: 

(A) LENGTH: 813 base pairs 

(B) TYPE: nucleic acid 
20 (C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

<vi) ORIGINAL SOURCE: 
25 (A) ORGAN! 94: PAG1291UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 384: 

30 CATCGTGCAC GGCAAGACGT OGGAGCTGOG TCACGACG3G CG03GGCTCT TCCAGQGGGT 60 

ACCCCAGGCC CTGOGAGTGA CACOSTACCA CTCGCTGGGT GQACTGGCGT CAAOGTTGCC 120 

GQOGGAGCTG GAGGTGACQG CO0GCACGGA GACAGGCGTG GTTATGGGOG TGCGGCACCG 180 

35 CAAGTACACC GTOGAGGGTG TGCAGTTCCA CXXX3GAGTOG AITCTGACGS ACCAOGGGGA 240 

GCTAAIOGTG CGCAACATGC TACOGCTGGA AGGOGGTACG TGGGCTGAGA ACGACAAGCT 300 

CCAGCTGOGG GCAGG03D3G GGTCTGTGCT GAGCGAGATA TACGCTCAAC GACAGGAOGA 360 

CATGGCAGCG CAGATGGCTA TGOCOGOAAC TGGTATGGCG GACCTGGAGG CGAGCTTTCG 420 

ATTGGGOGTT CTGCCGGGCG TGGTGGACTT CCATGAGCGG CTGGOGCGGG AOGCCCOCGG 480 

CTGGCTGTGG TAGCCGAGAT AAAAGTGCGT CTOCCTCGCG TGGCAATATT MCGAOGCGC 540 

TK3GCNXAN AANANGCOCT TNGNTNTTGC OGAAGGCGGA ATTTTCCGCC ATCTOGOGTG 600 

CTTTACOGAA OGCACTGTTC TAAAOGGAOC CGCNAGANCN NAATTATTNC CCGACCCNCC 660 

CTTTGANAAA AACNANACTG CCCAAANAOC GCCOCGTITG CTNCTTTANG ANATCTTTAT 720 

TNTCXNTTOC AATfTTTTGAA CrxOGNTTNC GGCCNACAAT TItXCTTATT TTNAAATriT 780 

NAACCAOGCC CCCCCflGACC NTTTTTTTTN COC 813 
(2) INFORMATION FOR SEQ ID NO: 385: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 773 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (gencnric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1292RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 385: 

GATCCGTGTA TlTl ' l ' lATlT ACATTATTEA ATEAAAAATA ATGATTTAAA TAAATATTTT 60 

' 5 TEATAAAAAA TAATZAGTGC ATTGTTACAT GTTCATTAAA GAATCATTAT TATCAAAACC 120 

ATCAACTAAT TGTTATATAT TTA3TAAATA TTAATTTCAC TEAATTAAGA ATEAGGAACT 180 

TTATCTATTA GTCTG33CTG TTTCCCTTTT GATTATTAAC CTTATCGCTA ATAATCTGAA 240 

20 ATAITIAATT TTAGATTAAT AATATATTCT GAGATTTAAT ATTTTTAATA AAATAAATAA 300 

TmTTCCCTA AATAATATTA ATAACTATAC CATATAIATC TAATATTTAA ATAATCATAC 360 

TAACATATGT TTCGTAGAAA ACCAGCTATT TGCAAATCAG ATTTGACTTT CTCTACTTAC 420 

25 CATIATTCAT CAGATAATAT TGCTACATTA ACCTCTTCAA TCGTnTEAT ATTTTATTAT 480 

ATTTEAAATA TAATAAATAT ATATTTTAAT CATTTGATAA TAGTAAGATC ATCITXTTTC 540 

QCTTTAATEA ATATTAACTA AATTEAATTr ATTTTAATTA ATTTEACA3W GTEAAANATT 600 

TAAATTAATT TTAAAACCAN TTTTATTFTN AAATTTTGNC AAATEAATAC TGG3GGNCCC 660 

CTTTCCAAGG GG<X7INNNTN NATTTTTINA AAAAAATAAA AAACGGCNNN ANAAACCTTT 720 

TAAAANTTCC COXJGCCCCC NNAANAT7TNA AANATTTNAC CCNAAAGGTC CCN 773 
(2) D^FCRMATICM FOR SEQ ID MO: 386: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 798 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1292UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 386: 

CATCCAGTEA CTEAGTAGAA TGATAAAATT AATAAATATE ATTEATEAAT ATTTGGTEAA 60 

CAATAAAATT CAATAATTTA TTTAAATAAT GATEAAATAA TCECAATATA AAATTATTAA 120 

TATAATGAGA TATATATTTT TAAAAAGAAT ATATAATTAA ATAATOCCAA CCAAAA3TTG 180 

TGCCAGCAGC TO33TTAAGA CAAAGGOXTT TAOOGTEAAT CGTAATOSCT TAAAGGGTTC 240 
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GTfr^AATGAT TATTTAAAA7 AATAATIAGA ATTAATAAAA ATAATTTAA3 AATTATTGAA 300 

GTAAAGATGA AATAATAATT ATATGAATAA GACTTA37AAA GTGAAAATTT AAATTATATA 360 

TTAATTGACA TTGAOGAAGG AAGGCTAAAG TAGCAAATO3 GATTCGATAC Ca^AGTAGTT 420 

TTAGCAGTAA ACAATGAATA CCIATTTATT TTTTATTAAT TAAAGAATAA ATTAAATCAA 480 

AATTAAACTTA TTtXXXCTGA TGACTAGTIT TCCAATAATA AAAAICAAAA CAATAGACG3 540 

TTCCGACTIA AGCAGTGGAA CATCITTTTT AATTCGATAA OTJCCCANAA ACCTTWTAN 600 

TTITNGAATA TTTAATTATA ATAATTINTA ATTATTACOG M7IGCATATT NICTIGCCTC 660 

CG33333CNA t/lTITINAAT TAOOnTINAAC GAACAAACDC CCATTTTITT TTBSIANAAAA 720 

attatttatt ttttgaatat hiaaaaaaaa taaanatcct tinicctnt taatog*jnga 780 
gtntttttit totttcnn 798 
(2) infcrmaticn pgr seq id no: 387: 

(i) sequence characteristics: 

(A) LEN3TH: 762 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOFOICGY: linear 

(ii) M0L£CULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1293RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 387: 

GATCACCGAG CAiXTOGTTG GCCTC03CAT AAGCGOGCTT GGTCICIGOC GACTGTIdC 60 

C?AG?CCAAG CTQCTGTTGCC T3GAACA?CA GGTTTGTGAG CTGACCACCA GGAATTIGAT 120 

GTTTGTACAC CTCTG33TOG G33CCCTTGA 03TOCGCTTC GAAGCAIGAG TACAACAGTC 180 

TCATCTCCGC CCAGEATGCG TCTACJTTCGA OGGCATGATC GGGGIUEACA CCCGIGGCGA 240 

TATGGCCACC CAATG«33CC TGCAAAGCCG TAAJCGAG33 CIGOGACCTT AAGCCAGACA 300 

TOGAGTTGGT GXGA03TCC ACAACATO3G CGCCAGAGAT GGCGCATTGG ACCAITGATG 360 

CGACACCTGT GCCIGCAGAA TCATCTtTTAT OCACAXGAAT TC03AOGTCT GGATACTTTG 420 

OCCTCATCGA QCCAATCAGT AGCTTTGCTG CACCGGGCIT CATGSTCOCG GCCAIATCTT 480 

TAATACCCAA GATATGTCTG CCCCATGOCA ACAATCITTT CAGTCAATGC AGTAGTAATC 540 

AAOGTITCIAC TICTTOCCTC CTGTAGCATA TCAXTGK3T TACAGATAGT OCIOTCCflC 500 

ariaXQCTT TCTICACOGG TTWAAACCCA CTICACTCTT CIAGTCNTCA CCCtvTCCNAAN 660 

CTCTGAAATN TCANMZATCC CETTGCTT7IT TGACAAATGT CATCCCNTTT C03CNAAAGA 720 

ATTAACACCC GTOGCCCCAA CNCCCTGAAN GATTTIUCCC N3 762 
55 (2) INFCRMATICN PGR SEQ ID NO: 388: 
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(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 805 base pairs 
<B) TYPE: nucleic acid 
<C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA fgencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1293UP 
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(xi) SEQUENCE DESCRIFTICN: SEQ ID NO -.388: 
GATCTTACAT CTGACAACAA TAOGCTQGOG O^GATG«3C TGCATTGATG 
CACA3CTC03 GCAACCACCT ACACOGGATA TATAAACTCA ATGCftCQCCG 
ACACAGTCCA TCAGCATCAG CACCACCOCC AAAAATGAAG ACTACACfcCA 
AGCAACACTT GOCGCCTGCG CACCIXJTTCA OXCGCACCT GTTCAGCCCA 
CGCA5CGGCA AACCTCCCCG AGAAAG2TGT TCTOGGCTTC TTCCAACTGT 
OCATGTGGAG CTGCTCCCAG TGGACGfiCOG CGCACACTCC Q33ATCCCTT 
C^CACTAGCG GACGTGGACT ACTCCTCQ3A GCATGTG3TT CAAAAATGGT 
TCTCCfiOCAT G3GCAAAGTA TCTAAGGCOG GACCAGAGAC AGTTTGQGTT 
AGTTEACTTG GTGTCC7IACA CCATOCATTA TGACACQ3GC TTAOGTACCT 
QCTAGTTTAA ATGTTTTCTA TOCGTATTAT ATCCTITACC OGOOCCGATA 
GCTCCTGTNT TAAQ3CCNAA CTTTATTCCT AANAN33TQ3 ATTACCCQCT 
AATCTGAATT QGCGAAATTC CCOCTGGNCT AlTi^CTCCC CKNCOCGTGC 
AANATGGTGG GCTTTTAATAC AAAAN3GNCC GNTOCCQ3CA ATGNftCTOGA 
AAACCTCCAA NTACCCCCAA NTGGN 
(2) IMnTRMATTCN FCR SEQ ED NC;389: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 764 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEHJESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CKA (genonic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1294RP 



GAAATlTlAA 



TCCTATOCCT 
CGGSCCTCCC 
ACAATGTCQ3 
TOGTGAACCG 
TCOGTCTGTC 
G^ATATGTA 
GCTTCTATAA 
GTICGCAGAG 
N3AAANAATG 
NAATAAATGG 
TTAATTTCAA 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
805 



SO 



{xi) SEQUENCE DESCRIPT1CK: SEQ ID NO: 389: 

GATCOGGAAT CTCQCTCA^C CTCCGZTCCT TTCGGCTGGC CIU3CTGTTC 'IX.TC7T33AAT 60 

OGITTCTOGT GGTCITXTTe TCCCATGITG ACCTTGGGTT CPGCGTCTIC AGCT3CTACA 120 

CCTCGftGAAG OTCCsWGTTA TCGAATGCAA AT03OTTTK2 CATCTOGACC ATATTCGCTG 180 
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CQCEACCTGC CTOrCCCTTT QOCCTLACAT COT3AGTCCA ACTTC2ACGT AATGCTATAG 240 
AAAAOGGCAT TGQOCTCOCC GTCTTATCAC GTGACTGTTC ATICAGCTCG ACAGCTACTC 300 

gactagcact GCTOcracTr taactgggct atacacttta tatosttaca ttactitctc 360 

CGTGGTCGGC Q^ftTOUGTOG: TGG'lULJLTIG TGTGCAGACT CACTCTTGAA CAGAGGAGCG 420 

TTCITAAACft IGTCTGGTAC GACAAAGAAC CTTAOSTGCG AGCCTGCCCA CGAATACATG 480 

GTOCATATGT GICACCTGGC CGTTXXGT3I CGTCGCTGTC AOGTCTCTTA GCK33CAGTC 540 

ATGTIGTGCT CJ3?H3XCAe CAACITOCCC CGATAGTTTC GOCGGTGGTT ACTCCAGCAN 600 

ACCT7KJIN3Z TTTI3XTTCC TTCACACTTA CAGGAATOCG GAAMQCCAG ATCOTACTTT 660 

TTGGTriGGC O0TTKXI«T GCTGACANAA ANTGGTTTAT ATTTTGCCOG AAAAOTTTrA 720 

ATTTIACA3T TTCNAAACAA CATANGTTGC NmTEACTK AACC 764 
(2) INFtKMATIOa FOR SEQ ID NO: 390: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 800 base pairs 

(B) TYPE: nucleic acid 
<C) STSANDECNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL 9CXJPCE: 

(A> O^GWISM: PAG1294UP 



ixi) SE3QUENCE DESCRIPTION: SEQ ED NO: 390: 

GATCTGGAAC TCCAAGTICC TGAT5T0CTG CTEACGCTTC TCIX3XTOCT CATGAATCGA 60 

35 CTX37JTXT7C CAOOGAATGA ACGACCQCTT GTCCACA3TA GGATTTAOTT C3ATGTCCGA 120 

GTCATCOGAG ATTTCTATCT TCTCCCACTT TGAGTAATCG ATIGOCATIG CACTACCTIG 180 

TTTOSmHG OCTTCACEAC TGTTGTCCTT AGATCITOTG GATCCACCAA TAACTGATAT 240 

40 CAAAGATTCA TATATOCAAA CGTCCAACTA AATAATGTTA CACATAAGGA Aj3GACCA«33 300 

CAACGCCTGC CCAGTTCTAG CAACTICTGT GTGTCACTCT CAAOGATAGA AGTCTOGTCT 360 

CGAGATOTTG AGACX33TACT CGGCCACAGC GC7GCTCAGG TO7TTGACGG TCAAGGTCAC 420 

45 CTIGTTCGCA TIOJICTTTT CGTTTIGTIG GTGCTGCIGC TO301GA3CT GCK7TGT0CC 480 

GOXTOCTGC TGACCGAGCA TCAGTIGTOG Q30GO33GCC TGGCCGTIGT TOGAGTEATG 540 

GACQ33AATG AGGAGC03AT AGGGAATACT GGTAGGGGTT CGGCGXNAT GTCGCTAACG 600 

SO AACTCTGGTT CCCAACGCGA AGAAGGCCTT GACCCGANAT C^TGCACNC GGAACOGTCC 660 

TGGTOJWTA TTATOCATCA CACOTCGGGA AAAAGGGGGG OGTTOCTCCT AAGTCNAAAA 720 

CTGTCCTTOC OGTGAATOOG ATTTCCAAAA CTTCTTTMZT M33C7TriGCC 780 

55 CCN3D33GOC CGW33GGt«A 800 
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(2) INFORMATION FOR SEQ TD NO: 391: 

(i> SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 796 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) CPJGTNAL SOURCE* 

(A) ORGANISM: PAG1295RP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 391 : 
GATCTTTCCT TCAAATK303 ACCAGGTGCT TAAGICATCC TGATDCTCCA CAATCACGTC 
CATATIGGOG G?GATCAGTG CCGGTTTQGC ACCAGAATCG CTCCCCGGCC AGjTCACTAG 
CAATOCGAGC TCGTIGACAG TTKZCACCTT TA3CTEACAC CAAACCAGAG GAAAGTCCCG 
CGACX3CTGC TOGTGCAACC GTTTGAACTG CTIGTATCTC TCCGTGT033 ACTTCACCGC 
TGTGCAGCAG TCCCCIGCAT CCACCACCCA TGCCGAGGGG ATCTCCACTG CACGCTGTAG 
CTTCTCGACA GTGAGATTOC TGAGCGTCGA GTIGTQCAGA ATHGCTGGA GGTOGTCTCC 
AAAQCCCCCC TGAGGTITGG ACACGTCCCA GCACGATGGC ACTGACGCCC CAGTCACCTC 
CGAAGAAACA ACACCACTCC GCGCTGTCTG AGGAGAAAPG C*»OCAGCA AOXCAGCGC 
CCTTTOCAAAG GATATCGGTT GCCCCAAPGG CCAAGCTGCA AACA1CATIC TOGTGGTCAG 
OSACTGCT1T TDCCAOGAGA TO0GT3333\ CCATO33CCA GAT33ZX3CCC TTAATATAAG 
CCCCTCCTCG CCAGCATGAC TICTGCCAAC TCCCGAACAT TCTAAATGCC CACOGCTGC 
TTTGATG3TA CCTOCCGCNG CIT-JCCECCAA AA1TNATATA CCATAATCCC CNTCCTAAAT 
AITCTTftCAT AOCACGCCCC AAACCGCTCC CCGNAGCNCN COCGAGCOCC CACTITCNCC 
NNAAGNANCC GNTGNG 

(2) DEFORMATION FOR SEQ ID NO: 392: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 808 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1295UP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 392: 
CATCAACTTC ACTICTGCGC GTITCTCOCA TGGACCCCCG CCAACGGCAG ATAO0TTCTC 
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AACIC7K33CG GTSCCCTOCA CQ332TCCAC GACCQOTCTC CAGTO3AAAC QCTOGTAA2T 120 

Gnxrrnxrrc mjiaoriGA agtactccaa AaccacftCG aatocgpg3c ctctgmgat iso 

ATAGAAAAQC A3D3TCCCX7T ACCTACCGAT TXCA.T03IT GAAQCAAGGA TTCCACIX5X 240 

GTAMTftTIC AATTATTCAG TOCTAGCAA3 CKATUTIW TTCTK7IGA.TA TCAACIX7IAA 300 

TCttTTOTTEA AGGAACCTTT TCAAGAAACG CAAAAGAAAT GOJK3CGTAG GICGAXAGG 360 

TGACAACCn: ATATTACIGA TAACAGTTAT CTATGTAAGA AG333CACTA TCGA.TATACT 420 

ATCAGCTIGG TATACACATA TAIATO3GAG GTTTATAATC GCAAGTTAGC TATAATTGCC 480 

ATCXiAQTTGT AATACATO3A AGATTGTCTA CGAAACIACT CTGTCADZAA CACAICACCG 540 

TATGAACAAT AACAGCAATA TIAltyCAGG CAATIGCATA AAAGTATTCA AAGAGQ3TEA 600 

AACAGTTAAA TTCCGTAAAG GITCAGNGAN lATTCCCTGA O^CCCCATAC CGAA7CGCCC 660 

TCCACCAATT GTTCACATCT TCANAGATTG TCCGGGACn' CATAIO^ACC ATGTIQCCQC 720 

CCCNAACTCN CATTATCINA ATO2TK7H7T TCCTCACKX CCCGCT1UIC CCAAATOCCA 780 

TXXCAG3GTC ANAQGTGCIC GIGATOTC 808 
(2) INTCSMATIOI FOR SEQ ID ND:393: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 779 base pairs 

(B) TYEE: nucleic acid 

(C) STPANDEDNESS : single 

(D) TOPOLOGY: linear 

<ii) MDLBCULE TYPE: EtFV (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1296RP 



(xi) SEQUENCE DESCRIPTION: SSQ ID NO: 393: 

GATCCATTGT G3J1TI133AG GICACGCCAC QGACGTCGAC A3GTAGGIGA TCAOCTTCGA 60 

Q333IAOCTC TTCATICGTG CDSC?£X3aAA GAWXTTCW3 TICC2GACGT CTCOGOGOGA 120 

GAGTPGGGCG TACCTTGCGT ATIACAGCGG ATACAAATIC GAGCGCATGG CGCICCTOGA 180 

CCGTCCGCTG GCCGAAACTC CGCGCGAGGT TCKX^G^T CGCGGCAAAC AGGTCGTCCG 240 

45 CAACGGTCCG CAATACAGGA CTCTCATCA3 AACCGGCGIC Q33GW3CACA AGCTGGTGCT 300 

CO^ACCKiAG ATO3AC33ZA ICATTG2CTT CCGCGAGCCT ACG3XX3CA ACCTGAAGZA 360 

CTAOGTTGGAG CTGAAGGTCT GICAGA?GAA CC03AACTK: TCAGAGAAfiC TITIUILTIC 420 

50 TTGGCTGCAA TCCTTKTO3 TGGOCATAAA CAQ3GTTATT ATTOGAnCC GGGATGAGAA 480 

ATTCXrrCCIG AAGAGCGTCG A3GAGTTCAG TACOICA3AG AICCCACAOC TCTITAAAQS 540 

GCACGoAATA TTCCATGTAT GTTGTGGACG COAT?(GATIG TATXTOCTC CTEACAAATT 600 

55 GCTAITJIGAC TXXCOC3333C CCTGAAAANA OTPCAACTGT TACAGTCTCC TGCT^JCAIGG 660 
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•lULTiacrrr tqocdcactg cocaacaaaa aodcccaatg omAATm tccctngttg 720 

GTTOXAATT GO\raJ3*OX CCANATANAA AATTC031AT TATTGCCTTG TTTCCTTAN 779 
(2) BFORMATICN FOR SEQ ID NO: 394: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LQJGTH: 815 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ETJA (genomic) 

(vi) ORIGINAL SOUPCE; 

(A) ORGANISM: PAG1296UP 



(xi) sequence description: seq id no: 394: 

gatcctacgg ttoxtoltg cggtttacog atatogatcg gttcittqca gttoocgaga 60 

cca03jky7t 037igtctct axgacgtct cggacatgca atacctacag 03xtcctcc 120 

aogacatqga gatcgagaac aactpcgaca acagccacgc agacggoxg gaagcqctca 180 

25 agccgagcta. ta'lti'l'jgag taccttocct oxtcatgta ccagcgccgc tcaaagctga 240 

acccgctuto gaacgccatc atcgtcoccg qcctcgagga cg3ccaq33c ttcctgcgit 300 

atgtx33acct ca2g33cgtc aagtactccg ccccaagctt goctactgoc tito3cgdcc 360 

30 atato3xat totictcatg cgtaaaoicg cagp8gccga aaaagactcg od333^tcga 420 

ccrctcaait goocgagcga ctatcctgga gtccatgaag gig'itatrct accgcgat32 480 

ocgtagttcc cctcgottct cxxtpxcat catcgacaat gatgccggtg ticagcatgg 540 

35 aocaacto3a agtggaaaac atgacctgc33 gtticgccca ag3atattcc goxtat33c 600 

ncccaaa-mr tttgaateac cn33xcg0a acoccgcacc ctgtttacta 1ctkjttcgc 660 

037]x2tq^x: caaccoc7in3 gntatoccat acnttcaaaa n3cntaa'pca tctoccctga 720 

4(3 acccom^ntt titngtngan ax"itcnccc cttitce3jga tttccoxat tgncaaaaac 780 

cctttgaaaa aacattnxc nrt33*aaat cgatg 815 
(2) information for seq id no: 395: 
4 5 u) sequence characteristics: 

(A) LENGTH: 766 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

50 (ii) M3LECULE TYPE: ENA (gerwmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1297RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO;395: 
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CMCTCCTCG ACGCTOGTGA CCTVGCCGCC CTTCACAAGA OXrCCAACT TTJJTCACT03 60 

CACCCAQCCC TTC'iCL'IUGA CCTCTCTTCT OCCCTTOCOG OXTSA033C CCTIGITICT 120 

CGCOCCGAAG CCGCCICTTC TTIX?T!tTGG A<X"TCACATC TTOCTATtTGT 033AA3GGAA 180 

CACGGAAAGC TGGCOGAGTA ACTTTCGATC GAOXTOCTC ATGTAGTTAC GATACAOCTC 240 

CGGCCGCGCG CTIXXEflQCT GAAAAOCTOC CCAD33TCTG CGTOKXAGA AAGGAOGTCT 300 

033TQ2TAOT OCTtTTTTCOG GCCTCACGAC CIX7ICTa33T TTCACACTGA AACOCACACA 360 

TCACACAAAC GCACTCCOX AOGGCTCGAA AGCAAAACCC CCCTCAA<33A GGAACOGGGA 420 

AQCIOCGOCG TCOGTOCX33A ATCTOGTCAA AAACAGGGGT CACAAAGGGA TIGXOCTOG 480 

COXAQGACT OCTAC3333G CATTCGCCCC QQ333CAQDC OXAGCAATG GAO^AAOXC 540 

CTIX3X3GAGG TAD3GCTCAC AC1UCUGTAT AAACOCX33GC AGA00GGTO3 AAOC3GACAG 600 

TGACACACAG GAGAQGACAG ATGTCGGAQJ NCAAAATGAC AATCCIATCA ANAGGNGCGT 660 

O3303CCAAA CTATCAANAG NTrOGAAGTT CCAAACTNGC CAGATCAAAA OXCCCAAAG 720 

CCAAAAAACT TCCCCCCCAC GACCCTTTGN CAT1TITAAC GGCCNG 766 

(2) INFORMATION FOR SEQ ID NO: 396: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 795 hase pairs 
(8> TYPE: nucleic acid 
(C) STOANDEENESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LTft (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1297UP 

35 

(X±) SEQUENCE DESCR1PTICN: SEQ ID NO: 396: 

GATCCAAAAA CAATGAACTG TTTACAATGT GGAAGCOGTG ACACAAGTBSA AT330GCTCA 60 

40 OGACCGCTAG GAAGGAAGTC TATGTGCAAT GCATC033TA TCT3GTACAT GAAATTAAAG L20 

CAGCGG'l'I'lG G3GAGGAGGA TGCTGGOGTG ATTATGGAAT ACCGGAGATT AACTAATAQG 180 

a>OGATGATC GCAG3GIDCC CAAS^AATTT GAOGICCCAT T3ZCTGAOGT CGAAAAAGTG 240 

4S AAGAGAGCCA TAAGAQCTCG TGTIGT3GAG TATTTGAAIG AIUTTGAAAT CTXJGGTTAAA 300 

ACX5AGGAGGC GGGCGTTATT ACATAAAGGC AAGCCOGGCA GTGCGTTAAA AACAGAGATG 360 

AAAACCCCIG CCGCATGAAG CJCTGGAAGG AIGAAACCAG TTTGTCAGCC GGAAGGACAA 420 

50 TACCGGCGOG TAG3AA0GTA GAGACEATGC TUTOGCATGT AAGGAACGTA CTXTTATTTA 480 

TCTAACATAA CTAG33TTCT TTTGACCTGN TACCTTTCTA TTATCCTTTG AANAACTGAA 540 

CTXCCNCCTT TTAAAAANTT TTOMTTBGN AAATAAATCC CCTTTAAAGA ACOXCCCCN 600 

££ NAA^JCAAACC CTTNINCCCT TNGCCCAAAC CCAOCCAGAA ATTITCCCNC CNITM2CGAN 660 
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ACANCNGTIN CGAGATTXC CCWTimxr CNAAAAAANC TCOCOCCGAN TWIT-7INCCAN 
1TOCTCCCC MXIfflNWflC CCCAAATTAG AW33QGTNTT CM2CCNNXT 
CXCCGAGATC CAAAA 

f2i INFCKMMTCN FCR SEQ ID NO: 397; 

li) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 601 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1298UP 

(xi) SEQUENCE DESCRIPTION: SEQ ED NO: 397: 
GATCTICCTA CTGGACTGGC TGCTAGAOSA TAAACGATTA TGOTACGTC AACTCCGGAA 
CTCGTO33CC OCCTTGGAGG AAGCGCAGGT GCCACOCTTT CCAO^TCGCG CTCTGGTOGT 
GGTCCTCAAC COT^GTCWTG TGAOCAACT GGAG3SAAAC ACGA.T33TTT GGAACTCCCG 
CO^TCTGGAC CTOGTACACC AGACACTQCG AGCTOCATOC CTCAACACCG Q^ICQGCGCT 
ACTTACACTT CATCCTAATA CTCCXXGCGA AGACGTCATC CACAIAIG'IG GXTOCTTOC 

ocax-irccr acatcccgic ccgicxxgat ottaagcctc caa&gtctat tcatocccca 

OGGTGCAGaT TCCATOGGCA AGATCTGCAC CATOGOGCCC GAGTTCCCIG TITGCTAOSG 
TGTTCGACAA CGATTTKJTT GAGCTOGACA TIOjAGGCCG CAATTGCTOC AGAACTIACT 
CCAAGAACAC TTCIGCCATC TGACCACCCC ATGGCTAACA GACCTACCAA COCCCCTTCN 
GAAGCAACCG CTIGNATTIC l^TCTCCNAG GTOJCTOCCT ACCTATACCG C ICTIGTCMJ 
A 

(2) INFORMATION FOR SEQ ID NO:398: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 753 base pairs 

(B) TYPE; nucleic acid 

(C) STPANDEDNESS: single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1299RP 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO:398: 
CATCTCCCAC ATTGAGACGG TAGOGCCCA CATATK3CGC 7TGAACGCCA TTAAACOGCG 
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CCATTOCTCC CATAGA<XTT TCAGATTTCC 10TIA33CIC CAACTCAACG TCATACTG3A 120 

CTTTAAATCXj AGTOQC3TOCT GTTGATA3TX AACTTGGKE CTTICTTnT UHX'IUUIAT 180 

CQCTTGAATA (XXXXXCAG3 TCCCGT03CG AAAATCCATA TATATCCATA TTGXCACCC 240 

-AOCTItJICAC ACATAGAGGC AATAGTQCCA GTAATCCCTC GfiGCCGAAAC CATQCAO^IX? 300 

:XOXG3AG3 AOXXJXKXG CACOGTCGCC- TTCCATACAC GCCAAGCCCG C03AGTOCGG 360 

C03CGCTCA GCACGCAGTT CCTCOCTCIC AJUUfi'AUUlC COCAGGUGX CXJn3COCACA 420 

(XCAGATACT AACACAOCAC AGAOXTCTA TCAOCTGA3T GTCCAAOXG CGTACTATTT 480 

CACGTTTCTG GCGAATGTOC TAGTGCACCC CTTCOCGCAG GGCGCOXAG TCGCCATAGC 540 

/croxorrc txkatgtcx^i CQGnx333ccr osgcattccc coccgcgctg ocatttgtcx: 600 

TQXCCACCC Q3IX7D33CAG GG7ITGTCT33 TOX^TGCGGT OKXTOXTZ? AACTACCACC 660 

TOGAGTACAT Q3AGACCIAC ATT3CG*«X TGCTCGTGAC G33AGAGQG3 GAGTCCTGTT 720 

TTUOXGATG GQTTCCCGGC 03T03333JT TCC 753 

(2) DEFORMATION TOR SEQ ID NO:399: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 751 base pairs 
(B> TYPE: nucleic acid 
(C) STRANDEOvESS: single 
<D) TOPOLOGY: linear 

(ii) M0LECUI£ TYPE: CMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1299UP 

<XX) SEQUENCE INSCRIPTION: SBQ ID NO: 399: 

ACOCTTTTQ3 TTTTCG3CGT CAT 33 TO 33 T G3TOGTATAG ACGATGTGAT CTCCa3CTOC 60 

AATTGTAAGC CTK7KXTCC GGAGATATCC CGCACGGAGA AGTOGTCTAA ATTTAACATT 120 

ACGTTCATGT AATCACA030 CACCTTTTCA AfiGACACAGA CGAICAT3CC ATTCTTACXT 180 

TTIOXCACA TOGAOGCCCA AATGAATTTC TGIGTATGCG /¥X4ATC5CTGA CGATCOVXT 240 

GAAGCAG3AG ACC*=£ACCGA TGTCftCCCCT GoTTGTATGA COCCTACTAT TICACCTGT3 300 

AATACTTGTT CTIGOCCCTC TGTAGACATA ATCTTGTTAA OSACAAAGCT OL ' i UL'lUlU i 360 

GTGTGTATCA GGTCAAGTAA ACIAAGCGCC TTAAATGCCA ATIT33AGAT ACCGAAGATT 420 

AAGCATGOCN AATCGTTAOC OOCCCTAAAC TGCCAT033T GATXTQ3GA ACAGGTAAAT 480 

ATG3CCTGAG GIGCTGTGTA CTTACCTGAT ATAAAAGTAT GCAGTATGCG GGKXXnTCG 540 

TACGTICTGC TGTAGTCTAT CGGATCCTCG ATAGATGTTA GTXATCGGT AAATG3TT03 600 

AGATAATTTT CGTCCTGCGA G3CCTGTATA GTAGTTTCTG TGTTGAATAT TCATGAAATG 660 

CTTG3XTAA GCTTTCAACC AGCTGCTTCT TTAGTTCTTG CTCATTACTG ACnTCTTCG 720 
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CPGGKTCTtC CCCATCCGCG TIGGTGCTGA C 751 
(2) INFCFMfcTION FOR SEQ ID NO: 400: 
(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 777 bese pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) M3L0CULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1300RP 



(xi) SEOUEfCE DESCRIPTION: SEQ ID NO: 400: 

GATCTCTCTG CGCQ3TGCAC AAATGACGCA GAAACAGOCA TTCACQ3AAT TGAAGAGQCC 60 

TCAACTGCCG CCGATCGCTA CAGGCGCWJT G3GACGACAT CCTTTCTTTG GTGCGTATGA 120 

GGATACCTAA ATAAGCACAT ACAAAACGTT AAATATGCAT AAGGAGATAT ATGCGAAAGT 180 

TAAAGTGTTT TTAGTOQCCC TCGGCCACAG TIGCX7TGTTT CAOCGATAAT GGGAGSCCAG 240 

CCCOGCACGT GATCAGATAC OGITGTAGTG GCCATACGG3 CTTG033ACG AATCTACGGG 300 

GTATGGTGCC TGACGCTGCG OCGGCQOCGT CTTACGCTGA GITCCCCACA GCCGTTCCTC 360 

GTACTGGTTG ACGTCTTCGT OGTGCACAGC CCCTCGTTTG CCGTAGCGGC OXGACTGCC 420 

CCCCGOCTTC TG032CTCGA GATCGTAAGA CICtJITGCTG CTGCTCGAAA N3CCdTCTT 480 

GCGCTCOCTG TAGTACTCGT CCTTGCCGTA GTACCGCGCG GCCTCCG3CG TiaCTACGOG 540 

CTGGTATACC ACTTGTGGCG QGGAGCAIAT ACTTGTGCAC OCTGCTTCTC CTCGCGCCCG 600 

3S CCGCTGO03G TGOCGTCTAT &3CAGCAGCA 0333CAGCAC AAGAGTG32A GATTCQCTC 660 

ACCCCCCCAT AAACWXGAN TTACACCCCC TATCCNATAC OCAATTGACG CTACNCATCC 720 

OCTATACCC CATCNTTGCA CNCGGTACCT ACmTCCCM CACNTNC 777 
40 (2) TJ^IFOR>lATION FOR SEQ ID NO: 401: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 812 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
45 (D) TOPOLOGY: linear 

(ii) M3LEOJLE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1300UP 

50 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 401: 
GATCGAGGAG TTTCCACTGG AGGTG3CGCG CTACATGACG CTGCTOGQCG AGATAGAOOC 60 

65 

CAAGTGCGTG CACACGGTGC CGGAGCTTAA COCQCAGATA GG3CGCTTCC TOCCTOGCTC 120 
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GU33CAGCCG AGCTOCAGflC CATCAACCGG ACETCMXXTC 180 

G^GCTO^G GAGAAGATOC ACGTCTCGTC COTlUUbTlC GAGAC3ZTCG ACCG3CTCGT 240 

COCGCGOjn: GAGCIOGCGT ACGAGGTCGC GCTCAAGAAC CAGGAGATCC COGACAAGCT 300 

GCOCCT333C APO&CAPCC AOX*IGCCAT GCACCTOCAC CACGK3CTIA TCAAGAAGAT 360 

CGAGTOCAAG CAQCAGAQCA ACTOSCAQCA C»0GCTGOGC TCCGAGTOCC CXXtTGaQT 420 

GATO30QGCC AAGAAAATOC MX7IGGACCC QCCGGDGCCG CGOCTQCTCT CAAAGGOCCC 480 

COCTOCXUTT GOCCaXGOG CG3COCTIOG C03CCAAODG CCO303CAAA CTTTOXCCC 540 

OXOCGCCGC GCNAGCGCAA GAAGOCCAGG AACAAr^IACr C03CC03COC CCNAAACAAC 600 

AATTIGGGGA AGGCCTCTTA CTOCTACTOC AACCATTCNZ CCTACGGGAA AAJGTCGGTT 660 

GOGAANGGGA AAAATGCCN2 TOtfATCGIGC CTGCCCTOGA IGACIO'JAAA CCTTAOCGAN 720 

GGGAAATCTTT CTOCAANAAT GCAAAAAAAC CCTACATACA GNXGGTEAC TANTIOCOCe 780 

CCQCCINCN TOCCTTNCAA TttXTTItlNC NT 812 

(2) INFORMATION FOR SBQ ID NO: 402: 

(i) SEQUENCE CHARACTERISTICS: 
2S (A) LENGTH: 786 base pairs 

(B) TYPE: nucleic acid 

(C) STRANCEEMESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: LTJA (gencirdc) 

(vi) ORIGINAL SOURCE: 

(A> ORGANISM: PAG1301RP 



3S <xi) SEQUENCE DESCRIPTION: SEQ IDNO:402: 

CVtfCCGCGAG ATK^lTCGIG GACGCGCCAC AGGCAATTAC TATAACAACA TOCIGCGGTG 60 

TTAAAGGACC TAACIGACGC TGAAGTATTr CAGGA1GATA TCCTAGATGA AGAGCTOOGC 120 

40 CACACGCTGG TPCGGTTACA ATATTGCTCT CTICCGCAAA ATTTAAACAT GTCIGTACTA 180 

CAOCGAGCIG GTCAAGCACA ACAGATTTIG TGCTGTATIT TIG3XGTAA CICAGAGTAA 240 

GATCCGTCAC GAAAGA1GTG CATAAAGAAG TAGCAACGCT TTtAGGATTC ATCGAAACGT 300 

45 TCCTGCCCAG CAGCAAAGAT CTGTGCAAAA CCTCGCACCC CKTIGTITCC ACTGCTACAA 360 

CAGGGATAGA GTCTGCCAAA CCATGTTIL.T OCAGGCCATA TACAATCCCA TTATATAACC 420 

CCGCGGCAGC TACGCTOCAG AGGATACCTT TCACGCTCIC CAATTGCACG CCTIGGAGAT 480 

£0 GCAGTGCTTC TACTACTTCA TCTAOCATTG TTGCA3GCOC TTCCCAGATC AG'IUGTIG'IC 540 

GAATGGA*IGT GCATATATCG GAGCGACTIT TTCTAATTCA CATTCOCCAT CAAC7TGCGGA 600 

CGGTAAGTIA TCATCGCTCT CTTTCAATAC ACTTCCCATr GAhJATCACAT CN30OCO0GT 660 

55 TGANCGGTIC CGCTCTACCT CCNXGCCAA TTT.TTTO'JGN CCTACNG333 CAGGTNIOCT 720 
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NTINN33TGA CCCGTGGTGC TGC&CCCNTG CNTOZTCCGA CICCCNAAAC NITTGGNTGC 
GNGAAG 

(2) mTORMATTON FOR SEQ ID NO: 403: 

(1) SEQUENCE CHARW7TERISTICS: 

(A) LENGTH: 782 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31301UP 
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(XX) DESCRIPTION: SEQ ID NO:403: 

GATCATCTGC G1T3DCATACT GGCAAAAAAT GAGAGACAGC ATGATGAAAA 
AAGATAT7GC AlGATATAAG CA2AG3033G TTTCGTCGAA GAGGAAAGGG 
CTOGAAATCA GTGAAAATGA AGACCAAGAG TT7CAACAGT TTAGACAGAA 
CTTTTGAAAC AAAAGATATT GGAAAATGGT GATACTAGCA AGCTCGTAFC 
TCATAOGCCT TTTTTOAGAC GATQGTOGAC GATGTTACTG AAGCATCATT 
TTTGATGCCA ATATAGATGA AAAAACAGAT CCATCTGCTG CAGGTO33AA 
TCAGAACAAT TTGTAAAGGA AACCCTGTCA TICTTOTCGA GCAAGAGT3G 
ATOCCTOCAG AAACTAAATC TATTTCATCC AGCACWJTIG AACGTGAAGA 
TTCATACATT GAAGCAAAAT AGTAACATTA ACATTTGAAA GGAGTCTAGA 
AGATO3CTCA CTCAGCAGTG AGATAGAGGT GATTACN3CT TICTTTANAT 
GCCGCNAAAT TTTTATATGA ACTACTTCAC AANAJ-TTrTTA AAGTK33CCC 
ATCTTAAGGG AATAAANATN GCGTCCAAGC CEAATACTTT TNTNGGAAAN 
CCCCCNAAAG GATTTAAATT CNACCAACTT NICCNCCANN ACCCCeCCCC 
NG 

(2) INFORMATION FOR SEQ ID NO: 404: 

!i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 785 base pairs 

(B) TYPE: raacleic acid 

(C) STKANDECKESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1302RP 



TATAGTTAAT 
TGCACTTGAT 
AAGACGAGAA 
TAACCCCAAG 
TGGAAATACA 
AATTGTCATA 
GGACICAGAA 
AATTCAAGAC 
CTTOCTGCTC 
ANATTCCNCN 



ttnitttcng 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
782 
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txa) SEQUENCE DESCRIPTION: SEC ID NO: 404: 

CATCGAAGAG CITCTCGCTG ACTTCCAAOG GC2CSAG3TA COCAAGCICC TGTAAACAGT 60 

TATGAAATTC CC7TA3CGGAA A3CGTGAACG AACOGTTAAT ATCATTGTCC ACATATATCA 120 

TGCCCCACTT CTTCACG33C TTGTATAACG AAGTAAACTC AGACAflGTIT ACG3TACCAA 180 

A33GCXJI03C QCCAAACAGG CTAATEAGOG CGTCCACCGA ACTCATGCAG AACTCCGAAT 240 

T3TCATCATT CTGTAGCAGA T3CTC7TAGCT CCTCTOCTCT GAGACGCTCC ATCTTOCQGA 300 

CGIOjIXjAUT CATGAATAAT TirrrrroCTG TTATAGCAIC CCCOICTTCA TTAGGAACGG 360 

iroxnXTT G3CTIQ3GTA 'iUbTlUJOST GNJJC'lUL'lU ACCTGQCTGC GGCCTTGCaG 420 

GCAAATTATA GTrCTGTGCG CTCGGTGGTA TTGX'i'lUJC GT3CCCCCCC ACCCCAQ3CG 480 

03ZCTGK3GA GA3TICCCTC AAGCIOCCCA AOGCCATOCG CAGGCAACTA 540 

CTATGTGTAC AAAAATTGCC Gra/ICCTGC AAAACCTTTG GTCTGTACAG AACCCANCCC 600 

ATGCCCCATG CAAOGGNNTG GNmTiGCC CCAAATTAAN OCC^33ANAA NT33GNAATT 660 

'1T1UUGCKDI TITnXNMT AAAAAN33«2 CCX5TNNAAGT QCN»333*3C CCATOTN3GG 720 

COSNAAANTG CG3GCCTITT TOTTTlTOiT AAN33vJCCNC NTnSRM^NCC COCCCNNNNC 780 

COCAC 785 

(2) INFX3RMATICN FOR SBQ ID NO: 405: 

(i) SEQUENCE OiARACTEIUSTICS: 
30 (A) LEM7TH: 803 base pairs 

(B) TYPE: nucleic acid 

(C) STOANEEENESS: single 
<D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA21302UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 05 : 

GATCAACAAC ATACTTCTAA AG^CATCAAT ATACGCCCGC ATGTICTOCGG ATGAAAAACA 60 

TGAATTGGTT CAGAOGTTGC AGICCATTGG ATACCAGGTT CGCTTCTGCG CCGATGGTGC 120 

GAATCACTGT GGTCCCCTTA AAGCGCCCGA CATTGGTATA TCTCTATCC3 AA3CCGAGGC 180 

ATCTGTTGCT G33CCATTTA CATCCCGCTT GTTTGAAATC AGCK7TGTTT TOGACGTAAT 240 

GAA£GPAGGC OGTCCCGCGT TGGTCACGTC CTTCGCCIGT TTCCAATACA TGPGCTIATA 300 

TlCrroCCACA CACTTTGTTA CAATATTGAT CTTGTAC?GC CCTOGATCTA ACTTAOGGGA 360 

CTTCCK3TTT TTGTACATCG ACCTCTTCTT GATCGTOCCG CTflGCQGTGT TCA3GTCCTG 420 

GICGAAGCCC TATGAAGTAT TG3CCAAAAA GCGGCCAACG CCAAITTGGT TTCTCCGAAG 480 

ATATTGATIC CTTICCPOGT CCACATCGTG ATIT3TTCGT G7TTCAGCTT GTCCCGT33C 540 
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icgcattcca gcataigaag toctaccq3c agccactojt cccgacgacg aacatctk3c 
ttcccangftn naqjcaaccc tttctinjic tccacticca taaaccct3g tcccaatcnt 
cctpocggin cttcocctcn nccncnaacc naanttcgaa aatitixxjit tatogcanit 
cccccttccc tgnccctccc ggto3annat t1cccccccc cgaaacaact loxt^cttt 
cnctcccgaa cfttoctccat ntc 

(2) INFX^MATiaJ FOR SBQ ZD NO:406: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 773 base pairs 
(B> TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LTJA (genomic) 

(vi) ORIGINAL SCURCE: 

(A) ORGANISM: PAG1303RP 
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(xi) SEQUENCE DESCRIPTION SBQ 3D NO: 406: 
GATCAGGTCG CCTTTATGGC CATACTlG'l T GGAClCATfiG TATAICTCGG CGACTGCACT 
ATIACTGGAC TOCTTGTCAA GATCTTGCGC ACCCATCACG CCGACTATAC TACATGTCTC 
GTIGGGCTTT GCGICGCTAA CCGGCAGAAA AGATACCTTT ATACTTTATA ATACCAGTGA 
OOCGGCCATA CCACGTAATC CATCJ'I'IL.'IT GOCAAATAAT TACAATATIC CTTTEAGCTA 
CTO3AATTGG GCTTAICCIT i^CAGTGTCAC ATCAATTTTC TATCGTAATT COOTAICTCC 
OCTCGCAATC ACIGCACTGC AAACCATTAT CGTDCTGATA GATAAAGATT ATAGOSTttGC 
GATCAATAGT AOCGGTAAAG GCGTGACCAA TATTCTGCTG GGCGTGTITA GAIGGCCGAG 
ACGCTAGAAT GTGGGAGCAT GCTGGTTEAG CGATATGGGA AGCCTICACT AGAACCCK3C 
CACTAGTAGA GCACAGAACG TIGAGACTTA CAOZTGTICG AAGTATAAGT TGTftAATITC 
CAAGGGT33C AAGTAATATC AATIGATTCN AAA3GACTEA CCCCTACGTT GAACTGCITA 
CnTAANITC 0GT0333CCC ATCAAGCCCT GACACTCTTC ACTITCCCCC ATGAAAAAAC 
TCCCGGGTOG GTTCNANCCC <ZATOsCCCAA ATACANICCA TAMGTCCTOG CCCTTAACCA 
CTB37ICCOG MGATTITTT TNCCAANAAG ANNfWACTTT TNAATTTTDC CAC 
(2) INFORMATION FOR SBQ ID NO: 407: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 807 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LTJA (genordc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1303UP 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
773 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 407: 

GATCTAAGTC CTCTCCCCCA AGCGGTGACG CAAGTGGACT GTCTGTCGCT CGGTTAATAA 60 

AGTTATCGAG ATGGTCCACA AGCTCATCCA CCTCGGATAT ATCTOGCCTC TGAGTAGGCG 120 

C^GAGTCAOG TOCOGTCTCG AACGTGACAT CAGACTTTCG GGACGGGCTT CCTAGCTCAG 180 

aJTCCAAATX AATG3ACACC TTTTCCAQCT CIGCCAGCGA QCQCAAGAAC TTTTTGTCTA 240 

ATATATAGTC GTTAGTTTGG ACCACCCAAG AAACCGGTCG TICGTGODCT CCICACGnC 300 

TOCCGTGTAC CTCGOCTGCG CIGATCACTT TGCCAGT3SA T337TCAGCG CTCTTGGAGA 360 

rs TGACTTGATC GGGCGACTOC CACTTTOCCA ATCGAQGATC CJTCTACAGTT GTAAACGGOC 420 

GCACTTICIT TTCTGTAGGT GCICGCGCTG ACTCCTCCTG GACTGICTQ3 480 

GCCTTACTGG ACCTQCTGCT GCTGCTGTTA CTGGAACCGA AAAAGAAAAA TCACITCCCC 540 

20 TCTTTTCATA TGACATTCCC hTJITGTGANA CNTACTATIC OCCOCNAGAA AATAANTTAG 600 

GGN3AAATAC ACTCNCTATG TTTOCCTATA TTICCCNrAC OVTATACAGC CR3CIGATTC 660 

CCACTTTTAN AANITTAAGT GCGTTAOCIT ATAltTTTGAA NOCCGTTATA TGAAGAATAA 720 

25 CCCCCCAANT TTGCAAN3AA CCCCGNAGGC ATP3-CTCCT TCANCANNAT TAAO^ACATT 780 

7T3TCCTTTC AAQ^ACTTTA TAAGNCC 807 

(2) INFORMATION FOR SEQ ID NO; 408: 

50 (i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 778 base pairs 
(B) TYPE: nucleic acid 
<C> STRANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1304RP 

40 

<xi) SEQUENCE DESCRIPTION: SEQ ID ND:403: 

GATCAATGAG GGTGGCTACT ACTGATGCTT ACIO^AGTGC TGTGTCAATA TTACATATCG 60 

4S GT33ATAGCT AGATAAAAAT GCTATACATA TATCTGTCGC CATTGTGCCA ATCTATATCT 120 

ATTTGTGCCG ACGTTGCGGA CCAGTAGGAG GTTGTGTICC GCGCGGTGCG CAAATTCCGC 180 

TGAGATCAAG CCATTGCCTG TGCTCTTGCC CTCCCCTAGA T3GTAGGTGC C^CTTGTAAT 240 

so AAAACOGAOG AGATCTTGTA CGCGCQXAG AGGCTGATCG GCGTCATGGG TOCGTTTGCC 300 

CGCAGCATTC TATTTCCTGG AAGCGACTGC CTQCCAATGG OCGAGATGCT TOACAGQCAC 360 

TGCATACAAG CGGGCATTGT CCCTGAAATC GCC33GTTCG AGGGCTGTAC AGACAACGOC 420 

55 GATCACQ33A AGTTO33TGO TCACAACAGC CAGTTGGACG Q32AAGCCTG 1GTCCATA03 480 
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AOJLTTTGGA AAAAGAGACA ACIGGCTTAT TGTNAAGGTC CCGGGGANCT NCNAAAANAA 540 

TerrGGTooc aataccaacn cctaaggatt tcanignstt ccccaacttn atintntttn 600 

TTCAAATTCA TATN3GTGGG TIGCN3GCGN GAATNTTCTT TTCNATTTCA 660 

AACCAACGN3 GCGCM3CCNT TIGAGATTTG GftNRCNCOGC TCNAAANANA NTK3TCGXT 720 

TTCNCCNNAA AACAAAATITJ M3GAGGAAGA GGTTTTANCC O^OTATAIT^: CXXXWXN 778 
(2) INFORMATION FOR SEQ ID 10:409: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 792 base pairs 

(B) TYPE: nucleic acid 
jS (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1305RP 



(Xi> SEQUENCE DESCRIPTICN: SEQ. ID NO: 409: 

25 GATCAA1GTA TOCATTATAC OCAOCTTTCG CAGCGACATA ATATATTGAC TIGATTTTAA 60 

AGCGGTAGAA CTTTAOG333 CTA033CCQC TAGGTATCCA AGGTTTAGCA TCAGGATGCA 120 

CGTCTGCAAA GCACTTCT3C AAGGCTGGAA TGGGCTGGAG TACTTCGAGC TCACCCGCGA 180 

30 AGITTGCACG AC<JIGCTTTC AIGGGGTCTT CAATCGATAT AGACQCAACT GAGAAAGACA 240 

CGTK3TTATT GTTITTAGCG TITACTTGTT GTAGTGTCGT GTCGACCATC AAAAAAA1GG 300 

GCTGGCCGTC ATGCTCTACT CCCTCACATC TCTCGGGAGA AATATAGTAC ATTCTAATAC 360 

CATATGGAGT ACCGTTTTGA TTGATTGTTG TCAACTGGAA AGAACTITCG TCITTAATEA 420 

ATTTCCTGAG TIGCACTGCT GCTTGTTGTT CCTCCICCGA CGCTTGCGCG AAAGCCGAAG 480 

TAACTAGTCC CAAAAAACAT GTAACTAAIG AAAAAATCGA CTTUATIGTT GCTATTGAGT 540 

GCCAATAGGC GAGACTCATC CATATGTNAT GAAACCGTTT ATANATCNTT GTTNTGGCTT 600 

GAAAGAATTA TTATACTTTT CChDGCGGTT ACATTATCTT CCAACCAAAT TGITTCCTTT 660 

TNGANAGGNA ATCCCCAAAA TTTTTNAAAT TAATTNGTCN NCGCANCGGT TTTTTCCCCG 720 

GM333GAAAA NAAAGCN3GN NACCCGCCAA AN0CGAATAA AGGATTTCCA TNAAAACCCA 780 

ATTNICCNAA AC 792 
(2) INFORMATION FOR SEQ ID NO: 410: 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 812 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) M2LECUUZ TYPE: ENA (genonic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1305UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 410: 

GATCCCCAAG AAGAACATCA AGAIOCACQG GTICTAGGCG CTATGTACTT TX3IGTAACIC 60 

AATACATATC CTCCTCCTCC TCCACCACCA CCACCTCCTC CICCACGTCC COTCCGCCT 120 

CCGCATAGTA OCTC^CACAG TACG33AACA GCTCCTCGCT CAACACCCTC GCCAGCTCGT 180 

COCCGTTO30 AAACTCCTCG CXDCGGCCGCT CCOCTGTCCA ODGGAACCAC OZAAAGAACG 240 

75 TCCCGTCCTA GCGLT1LUGC CACTCCATCT CCACOGCCGC GCTCCCCACT 1XXCCGICCT 300 

OOCCCACCGT C^ACTGCTTC CTCACGCTCT 0CCCCO3CAG CCTGCCCTCC ACCICCCCGA 360 

ACTO2ACOGT GATCGCAAAG TCCCAO30CC CQ3CCCCCGC COCTCCACC TCCACCCGCC 420 

20 GGATCGCCTC CAOJrACCGC CAGTCCGCCG CCCOCACGTA CTTCGCGftAA ATCCCCGTGC 480 

TQCGTCAGCA CGAATCCCOC AGAACCCCGC GAICCCCTCG A1CGCCTTGC TGOXCGCGC 540 

GTATACCGGC CCCAGCGCCG CTCCTXJCICC ACCTCCAGCG CCCGGTCCTC CCGCTCCCGC 600 

25 NDCGCIN33A NICCOGAW3N <3CTO^=CGNG CQ33CCTGCN CCCGTEAGTC CCCTO3D0QC 660 

CATTTAQoNG OX^JGCGCC TrNNTTCTrTT ^E•^^GAAGGNA C^OGTCCCGNT TCCN3GGCCG 720 

amtfCTTTT TGGGNNQ3AG NACG3NGTTT TTGSANCNCC CANICN33GA NTCCTGGNGC 780 

30 GAANGGNN3T 1NCOICCNNN TIT^XXXXX CT 812 

(2) INFCRMA2TCN FOR SEQ ID NO: 411: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 778 base pairs 
35 (B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(ii) >30LECULE TYPE: DNA (genomic) 

40 <vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1306RP 



45 



SO 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 411 : 

GATCTGATAT TGGGTAATTG CAACCTTTGC ACOXTTTGA AAACTACTTT AGGAAGTQGT 60 

ATTTGCAATA TAGTTCATCA TTGTAGTGGA AGCACGAGGA TACCTTACAC TTGGTACCGC 120 

AAACCGTQ^A GCAGAAGTGT TCCTCGTCAT ATAGCTTACC AAATGTATTG TAATACACGC 180 

CGC7TCAG103 CTTATTGCAC ACATAACACA ATAOCTK7TT CCGCGTCAAA TAATCCTOCT 240 

COCATAGCAG TACCACTTCA GACGTATOCG GGAGCTCATA AGG3AAGAAC TTCGGGCGAC 300 

ACAAAGCTCC ACAATCGTCA CAAACCAGAC AGTTTTCATG GTAGTAATCA CCAA3CGCCT 360 
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TCAG3^GTT CTO031GATA ACCCCCTIX3C ATTGriTIACA GMTI'lUJCC Urrrl'l'lGftG 420 

ATGXSITOC CXJITEATGCT CCGCAGflOCT TCGCATTftCT lUL'lUllSADG CACTGTOICT 480 

5 AT3GTTGATA TT33ICACTAT ACGTCCAXA AT?*3CraiX3C m'JG'i'ATAT TAGICATGAA 540 

AAMAGTAGC /rjlCCCTATC TTACCCTT3C M3ATCGfTATT OGTACCGCCA AATW3TTAAC 600 

CCATTITCCA AGAACATICN ADCNCTTCOS TTTTTGCCCA AK^^CGTti TOCTATATTT 660 

'0 COCAACAAAA OCCCAftCTCA AATTNAANAA ACXXTTTTTT CCOOCnTTO TTTCTCCCGA 720 

OGA^CCTTIT CGGCAANTTT CTJXCTAAAT TOIT7IX3a333 OTT3ANANCCN ACAAAANZ 778 
(2) INFORMATION FOR SEQ ID NO:412: 

75 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN7IH: 806 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

20 (ii) M3LEEULE TYPE: ENA (genatdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1306UP 
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(Xi) SECUENCE DESCRIPTION: SEQ ID ND:412: 

GATCATTTCA GTGGAT03CG ACATTCATAT G3ATATCAGT TOGALT1TR3 TTTCCAGTCT 60 

TATTCCACTG ATITTCAGGT T^CAAGAATT Q33AAQ333T CTCCATTTTC TW333ACGAA 120 

CAATIGTAAG ATGTCTCAGG AATTCAAGAC TCA03TTCAA ^CGAAAACTA TTATCTTATC 180 

CCTTCCTGTA G3Q3ACGATA CCCTACPGAT GATTATCCAA CCCAICTCTT ACGAACTOTC 240 

ACTACATACA GTTTTCACTG ATTTTATTTC CATATCTAAG (3TACAAAOCT CGGAAACTAG 300 

GGATATCOCA ATIATTCG33 AAATEAAAAT TO3VEATCAA 2CAG0CAATT TTCA£CfIX3AA 360 

ATOJIACAAC TTGAAATTGT CG3AGACOCT OCTAACATCA A«3CrACQ33 <33A<7TTGTTC 420 

TtX^GCCCTT GAACTTTATT GTTCTGATAG TGACATCAAG TTGCTITTTG ACGAATGTCC 480 

COXCCCCGA AATGAATACC COCMATNINC ATTCCTNAAC CX3AATTCCCA AAACCOTTTO 540 

1NAANTAAJC CCTTTAAAAA TTNATTTTTC CCNAAGNTTT ACMX03CNA ATTITTTTZC 600 

CAAATOGGCC CCTTAI^ATGA AAAAANACTN OOXCCCCN ND3AAAANAA ATTTCTCTTT 660 

GGAAAOTWN AAA03AATTA TTOX^gCCCT TTNIXXCCCC CCCGAAANAC AtflNTTTCCT 720 

CCCOCCCTTT AGGAAAANIG 'I'l'ITO^CCMA TTINANANTN TCOCCCNX CCCMIAACM=v 780 

AAATNTTAAA NCACCCCNIN TTNITG 806 
(2) INFORMATION FCR SEQ ID MD:413: 



{i) SEQUENCE CHAPACTERISTICS : 

(A) LEN3TH: "753 base pairs 

(B) TYPE: nucleic acid 
55 (C) STRANDELWESS: single 
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(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ONA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) CRGANI94: PAG1307RP 

(xi) SEQUENCE EESCRIPTICN: SEQ ID NO: 413: 

GATOOCTTTA TCTCATATTA TAGTCCATAG TACCCCGTGG ATOCCTACCA CACA3AGGTC 60 

CCTCTTCTGG ACCIX^GftCC TAGATATCTT GCGATATCAT TGAAAATATC GTTCAATIXX: 120 

TCCTOCGTGA GCCGCTTAAC TTCOXCTCG ATATCAGCAT 033GTGTTTC 03AGATGIGG 180 

AAGTTCTCAA CTTTGCXXTTC CAAAAACTCC TCAAACTTCT CTIGTICTCT CAGTGTCGGT 240 

GGCAACAACT CATAAAATTT GGCAAGCTTA TACAOCITCA CATTGTCTAG ACTTTGGAAG 300 

TCGCCCAACG TGAGAGGGAA TACGOCGTCC TTCAOGTCCG GAATCTCACC GTCCGCGTTC 360 

GGCAATG3AG CXAAGAAGTC CTTCTCCKT GACTT03I03 AATTCACTAA GCQCCQ^ACC 420 

GACOGCTCTT CCATCGTGTC AAGCTGGCCC TGAAGCTGCC CCACTA3CTG CACTAAGTCC 480 

TCATTCGTGG CGAAATCCGT TGTATCAAAC TTGC033CX3C COCCTTTAGG AAOGAACTTT 540 

TQ3TCTAAGT TTGCCATGTC ATGCTTTTGC TTGCTGAOCT GTAGCIOCAG CACCGACTGT 600 

CCTGTCTTGG TGATTAGGAC GCTCTGCCGT TTAACTAO03 CXTTGTAGCTC CTCAACTGTT 660 

TCTTCAATGC CTO3TCTGAO ATAACGCACT TCAAATTTAG TAGAACGCTT CTGAATATTC 720 

CTACACCAAA CGOCGCAGAG AGAAT3GTAA AGA 753 
(2> INFORMATION FOR SEQ ID NO: 414 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 811 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: CNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1307UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 414: 

GATCCACCAA AGGGTATTTT ACTATAT033 CX7TCCGQ33A CAGGTAAGAC ACTTTGTGCC 60 

CCTOCTCGTGG CCAACAGGAC O3AT0CTACA TTTATCAGAG TCATTGGCTC CCAATTAGTA 120 

CAGAACTACG TCGGTGftAGG TGCTAGAATG GTTAGAGAGT TCITTGAAAT G3CCAGAACA 180 

AAAAW33CAT GTATTATTTT CTTOGflCGAA GTG3ACGCAA TTGGCGGTGC TCGTTTTGAC 240 

GATGGAGCGG GTGGTGACAA TGAGGTCCAA AGAACTATGT T03AACTCAT TACGCAACTA 300 

£S GACGGATTCG ATCCACGTGG TAATATCAAG GvTGATGTTTG CIACCAATAG GCCGAACACC 360 
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TIAGACCCAG CATTGT3GAG ACCCajTAGA ATAGACCGTA AGGTEAGAAT TCICTCTTCC 420 

GGATTTGGAA 03CCGTGCCA AmiTTTCCC G2AITCACAC AAAGICCATG AGTGITGAGC 480 

GTrrTTATTAG ATCGAATIGA TTCCCAGTTG GTGPCCAACT CCAOCGCCGC TGACTANATC 540 

1N3TTTO3X CGAGGCIOX AXTTTTGCAA TCCAATTCCC GACCCAGGTT ACCTACAGM 600 

A>CACTTCCT TAAACCNGTG GATAGGICCT CCACGGCTAT AAAAATTCAC MnnTOC 660 

CGTITITJTOC? AAACCCNAAN OlTTCNCm: OTrTGNQGCG TITITrTAAA G3v7ITATTTA 720 

1CCCAAANN3 TOTTOCTTIT ACNATACTAN TCTTCCAATT TCTATOAAAT NTINICCCCC 780 

OCGIGAAANC C^CCCOJTT N3CACCCCTA T 811 
(2) INFORMATION FOR SEQ TD NO:415: 



(i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 791 base pairs 
(B) TYPE: nucleic acid 
20 (C) STRANTErNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
25 (A) ORGANISM: PAG1308RP 



55 



{XX) SEQUENCE DESCRIPTION: SEQ ID NO: 415: 

GAICTGTCTG CTO3EACACC GATGAACGAA ATAAnGTGA CCGKZACGGA CTTOSAGAAT 60 

GCACTICQ3A AGATAAAGOC 1TOXSTCAGC GATAAAGATA GAAIGAAATA CAATAAQCTA 120 

AACAAAAAAA TGGXTGGAA TGACGAAGCA GGCGTGCAAG TCGAAGAAGA AGCATAGAGC 180 

AGCAAGTTAA ATAG3CACAG CTA'ITTEACAA ATAACCAATT TCAACTTGTT CAAAGTCGIC 240 

CXGTCTTAC AGATITCACA CATGGAGACG GCGGAATTTA CTTGTTATAA 'KTCCTCrCC 300 

TGCGAACGTT T T ITTCGAATC ITCCAGACAT ATTC30GTATT TCTICClTiT CGAGAAAGAA 360 

ACATATGGTA TTTCTCTATT CCTGTAACTT GAGCTIAGCA ATTTCTGTGG ATATAGTTCC 420 

QCAAAGAGGT AGATCCGTOT? CACCTCTCAC AAGAACGAAG TIATILT'ICA GAGAATCAAC 480 

ACG3CCGGAT ACATGCCCAG AATTTTATATC TTCATAAACT TGCGCTCCAA CATCAATGGA 540 

ATQGATAAGA GCCAGCGTAA CAAGTCCCAT ACTAGTATAG TCCAGCGGAA TQCTTCAACA 600 

TT3GAATACC CGCACATCTC ATA3CCG3AG CTCTTTGATT GATATAACAA CCCCCNCCCT 660 

NT^IGCCNC AAAATTCCCC CTGATGGTAC CCCTAAN33T TCTTGCAAAA G333AACCCT 720 

ATCCCCTQ33 AQCCNAAACC CTTTACGACH AACNNATTAT 03COCGGTNT TITJACGTCCC 780 

TNMCCIGTCN N 791 
(2) INFORMATICN FOR SB2 LD NO:416: 
<i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 817 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: TNA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1 308UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 416: 

CATCACGTGG CCCGTAAGTC QCAGAGAAAC TTGCAACTGA ACTGCCACTG O330TCATOC 60 

ACCACCAAGA CXZ7TTAAGCG CGACCATATC ACCTCCCACC TOOGTGTOCA TGTTCCCCTG 120 

AAACCCTTCA COIGCTCCAC ATCO^GCCGT AAGTTTAAAC GCCCGCAAGA CTTGAAGAAA 180 

CACCTGAAAG IXXACATGGA OGACACCATG AAAGAGCGTT CGCGTGCOGC GCCGGGCTCG 240 

CCTGGTGTTC GCAAGACAGG CGTTAACAAG GGCTCTGCCC TACAAGAGAA GGCGCGCACG 300 

TTACCCAAOC TGACTGTGGA GAGCTTTGTC AXCAGGAGA TO2AAAATTA CK^XCCTAC 360 

TACAAAAGCA CACAGCACOT AGftCGAAACA CTGTCGOACA TTATICTOCC GCCCCCCAGC 420 

OGCTCTAGCT TGGTACTTTG GCCICCGAAC CGCCAAGCTA CACACCGAAA GCAGTCTCTT 480 

CTTCACGACG CTGTCQCAGG ACATGTCTCG TCGLTIUULT TCTCTTGCTC CTTGCAACAG 540 

CXXXXG3CCT GCGGTTAAGA TGGTAATOCT ICCCCCGCCC CAGAACAOCA ATATGCACGC 600 

OGTGCCCTAG ATATOOCAGC GATGCCCGGA CTCXXTCCCT TTGGTGACTC TCCN3GANCG 660 

AATCCCANCC TTTGCCCGAG ANACACTTCC GAOCCNCTCC ATATCCCTGC TCTANCTGCC 720 

O0XTCACCG CCTICTCATA AAATCGCATT GTTGCCGCAN CCTATCCICA TCAACCOZCC 780 

TGATANACCC TGNAAAAGAC TGANTCCCCC CCAAACC 817 

(2) INFORMATION FOR SEQ ID NO:417: 

(i) SEQUENCE CHARACTERISTICS: 
40 (A) LENGTH: 795 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 
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(ii) MDLECULE TYPE: DNA (gencmic) 

(vi } ORIGINAL SOURCE : 

(A) ORGANISM: PAGI309R? 



(xi) SEQUENCE DESCRIPTION: SEQIDND:417: 

GATCAATTAT TAGAGGCAAT ATCAAAGAAG TOCCATATTA CTGAGGAGAA CAGGGAACAG 60 

CC\?33AGAAA GAAT3ZCGCA GACGTACAGA miACOCTOG AAAATCAGCT IODDCAGTGA 120 

GTOCTCGAAC AOCCGATAAG AGTATTGACA GT33TAGCGT GCAAGACTCA ACGACAAAAT 180 



726 



EPO 866 129 A2 



w 



is 



20 



25 



30 



35 



40 



50 



55 



GAACAGAACA TCATACTTCG GOCQOG^GAT GITCAAGCTC GACTTGGTOC GOXGTOAC 240 

CTTTTTTGAA GAAGTK333C CAGGATCCCA CQ3333CCTT G0CO3ACGCA GCPQ^GACTC 300 

GTCKTAOCG OXCAGCAGC A033WGCTTC TCACX^CGCT CACAGAQCIC ATOODCATAC 360 

C0333XQX AQ3IAT333C GOCAAT1GTA TCCCCCAD33 AATGAGGAOG COZATGCIGA 420 

CITO3GAGCC ATGAGAGAAT TXHIACAGGAC TGCCCAGAAA ATT7TICAGCT TCACGC37IT 480 

AAOGTO3CGC OG3CGAGATT CGATQ3CATA CAGAAT3333 TTTAGO3303 G03OXX3AG3 540 

AATGTOCCAA ACOV^GATTC OCGCOD^TTT COCACGAAGT CACTOTiaX GGACAGOSAA. 600 

ATACCGAGTT OJCITICACA ATTOOCACAA TTTCITTGAN (XX33ICTOCC GATAAG3CAC 660 

ATATH^CTTN TITTTGCCGL" ACKXTGCAA rOGTTCCACIT GCCCCCCTQ3 TACTITOCCT 720 

GAACATTITG POGCATNCCC AANCGTOCAA ACTCTCCOJC CCOGTIGTT1&J OCCATACCAT 780 

ccwrnnrc gccnc 795 

(2) INFORMATION FOR SEQ ID NO:418: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LENOTfl: 797 base pairs 

(B) TYPE : nuc leic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA <gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1309UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 418: 
GATTAGGACC GD33TCNCTG ATTCGATIG3 CCATCAGTTT AAGTATGACC CAGAG330CG 60 

CCCTOGTGTA IXTTAAIOTGA TTAACAIICGT AGCTGGCATC CAGAAGAAGA CTATC30GGC 120 

Q3TQ3AQQ2A GATATTQCTG GATTTAAG3A CCACGCAACT TTEAAAAACT ATGTTACAGA 180 

CATCCTAGTA QCTG&GCIGA CCGGQCCCAG AGAGSAGTTr GZXXJXTATA TGAATGATAA 240 

ATCATACATA TACGAGGTTG AGCGCAATGG GOCTGAGCGA GCAGGTGCCA TAGCTGCTAA 300 

AACCCIGOCA GAAGTCAGAG CGATAA3T333 TTATTAGTTA TATTCAGATT CCAACTTTGT 360 

CTATAGACTA GCAKEhKTTA TAAAGATACA TCAAGAAGAC CA^3A(32AGA TQ33IAACIG 420 

GTIGTCACIC TTTGGACCTG C03GATATCA OCACATOCAA CCAATATCTG CTTCAGCAGT 480 

CCTOZOOCTT CTOGTTAGCT ATTGTOXAC CTIGTATTCT CCATOCGTTA TACAQCCAGC 540 

TCAGCACAIC AICCAICTAT TTIGAGCCCA TTCTOZTAGO CTGATOCAAT AGACTTCCAT 600 

ATTTOGTAAT CAT1CICOCN TTATlTi'I'l'A GGNTACCACC ATCTWTTTC CNATGAAAAN 660 

OTTGACAATC QCC NbTn ' l ' TCNACOCTCC CTOCATNAAA TNTCTTTCAT CGIQ3GTTTC 720 

G5ATCAANX CINN337TCN TOCOCITCGC CTCCATCCNG GNATTTACAC CCOTTNTTTT 780 
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CTCCCCCCTC ATNAANC 797 
(2) I1JFORMATION FUR SEQ ID NO: 419: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 830 base pairs 

(B) TYPE:: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MDLEEULE TYPE: IMA (gencndc) 

(vi> ORIGINAL SOURCE: 

<A} ORGANISM: PAG1310UP 



(xi) SEQUENCE DESCRIPTCCN: SEQ ID NO: 419: 

GATCCAAAAA AATTTTAATA CIGAAAAAGA AATOCCACAA CIAAGCTCAG CTACCTTAAA 60 

GAATCGGGAC CAAAGCIGTA AGGCAACAGC TCTTCCAATG TICGCTGCAG AAOCTIGGAC 120 

CCGTCCGCGT TCATCATAAT CACCGTGAGC TICTTCGGAT CAAOGAACTC GCCCAGGACC 180 

TCCCOCCAAA TCOIACACGG CGTIT^CGACG TCGC2£GAGT CCCC2>CTCAA TGCGA1QCAG 240 

ACCCAATTCG TATGCCCG3C TGTrACCCCC TTIACGACCG CTGTGCGTTC CGCGCAAATA 300 

CCGGCTGGGT AACTGGCATT CTCGACGTTA GCG333ACAA TATACTG3CC TG^OXTCTC 360 

AAGATOCAOC AGCCCACGCG CAACTP3GAG TTArGGOCTG TACGAGAGCT 0CTTO3D33C 420 

TAGTCCTCGA CCAACCGCGC CCTGATATGG CTCTCCCTGT GTOCTV33CA TTGGCITCCG 480 

T33CGTCGCC TCCLACCTAT T333STTCCC CTAAGEACTG QCTGCGAACC CTTATGTTTT 540 

TTCCAGGGGA ACCAATTGCG CXrGAACCGS GTGAATCCCG CGAACATNCA ANI«XCNCT 600 

TTTGGNTNNC GGGNAAAGGG M^AM^TTCCN NNCTTN3CNC CGGCN33AAN AAANAATGTr 660 

AACCATGTGG ANTAAACCTT TAANATGANN CCTATOXCN C7TTTAACTT? ATCCCCDCNC 720 

CCCCCCTlTr AAANGTNNNA NOXCGCCNT TfrHIACCTCTA NNCCN33333 CGN3CNNANC 780 

CCACAAATNN TNTGTK2JX: GCNZN3CCTIN NCTAATATGG AGCCTN3SGN 830 
(2) n^FORMATICN FUR SEQ ID NO: 420: 



(i) SECJUETJCE CHARACTERISTICS: 

(A) LENGTH: 799 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1311RP 



(xi) SEQUENCE DESCRIPTION: SEQ 3D ND:420: 
55 GATCTTATCG TTCAGCGTAC CGTCIGCAAG AATCTGAGAC ATAAACITOC GCTGCGACGA 60 
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CTTCTTQ7IA AATTCYKJJT AGTACTGTQC GTTGTICCGCT TCCAAQ3CTT CCTTCCCCCG 120 

CTTGTACAGC AGCTCCACCT TTTCQGT3GA GAO0O3CTCT TGCTCGCGAG AAGCCTCCGC 180 

GTCTAG333C ACCTO3TO0C AGQ3CATGTC CX^ACOCACC AGAAGGTTGC CGCTGCGAAC 240 

CC^GCOCAGG TCATCGACCA TCCCGCGCCC AOSTTCCTCC OCGGCGGACT CGGCATCGAA 300 

GCCOGCATCG GACTOCXXXG CCTCTCCGQC GGACTCGOCG GCATOGCTGT CCTCCTCQGC 360 

TTGCTCTTCG GCTTOCTCCT CQGCTTOTC CTXX53CTTOC TCCTCTOZTT OCTTCCTOOX 420 

TTUCTCCTCC AGCGMTCCT CCOGCTCGCT GGTCTCTQCT GCVOCCOZTG CCGCTGCTGC 480 

CGCCGGCAGC CCMGTTCGC AGCAGCCCQC TGACGTCGTT CTQ2AGCCCG GCATCOXGT 540 

CTCCriUJK; QCGGCKAAT QGCTCTTCGC TG&XTCGTC TGOGTTCGCT CAG2CCTTCC 600 

ACAGGGCCAA GTIGTTCTTT CTmACCCOC CANN3CX3^AT N3TTCNCQ33 CNTT^TCCCC 660 

CNTTNTTTCC CTO?TITCCC CTTTG3TW3J 033CNGGNAN ACTTTTTOCC TOGCTOCNN 720 

CAATTCCTTT TTCATTTGGT TTICGCCCCA AAATTTTNAN AMaGGGTTAN CIWICAN^ 780 

N3GCNGNNNA GAGAAACCT 799 
(2) IKFCKMATICN PGR SBQ ID NO: 421: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 790 fcase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1311UP 



(xi) SEQUENCE DESCRIPTION: SEC ID NO: 421: 

GATCTTCTGA TGCATATTTC CGCTCTCACC TTCGCCGTTA AGTTTTTCCA TGTAGATAGC 60 

40 TCAAAGTCAT CATCCCCGTC ATCTITTTCA GTGTATAGAT TCTGTGATAC TTCTCCTTCT 120 

TCCrCTTCCT C T T C T1CCTC TTCTTCCTCG TCTATATGAT CTTCGCCTGT CAGTTCATTG 180 

TCTATTCCAT AATTGGGTTC AACTTTCGGC TTG3GCTCCT TTTGCTO3CT ATGATCTTCC 240 

45 TGGATACGTT TCTGTOCATC TOX3ATCCC GTTTTCTCAT CACTAGCTTG CGAACCG33C 300 

ACAGTATQ^A TITCTTTTGA GCTAATTGCA TTACTACCGT CACGATCTTC AAGAGGTCCT 360 

TTGCCAGCAT GACTTTCCGA AGATTTCGAG CGTCTACCTG CAGQOGCACT CTOCCCCGT 420 

TTATCTGCAG GAATGTSC7TC CICATCGTCT TCATCTTCCT GTATCGTCTG mTQCCTCTC 480 

CICACGATOC OGCCCTTACG CTGTCCCTAC ACTCTTCATC ATCCTCCTCC TCATATCTAC 540 

CTCTTTTCCA GTCTTCTCCA CTCATACTAT CTCTACCACA TATCAGGATA ACGTATAATG 600 

GTGTGACTTT TTTOGATAGC ATCNCTGGCC CTAGGAAN3C TNGGGTTCGG AATATAATTT 660 
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AACATCTTCC CAATCACAAA TTNCTCAGTA AOJGTGGTAA ATCHAAAOGN AANlTiMTAA 720 

CTITCCATAC GGTTTANGNC CCATQ3CTCT TGAAANOT3A AAAATCCQ3G OXCCCC7TN 780 

GAACTIGTIT 790 
(2) INFORMATICS FOR SEQ ID N0:422: 

(1) SBDUENCE CHARACTERISTICS: 

(A) LENGTH: 788 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

, 5 {ii> MOLECULE TYPE: UNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1312RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 422: 

GATCATTCTC ACCAGTACAA ATGTATATTT ATATGTAATT GTCTCTCTCT GCTTTTOCCA 60 

TATTTITTTA TTTTTTOTG3 TGACAGCGIG CACTGACGCT GACGCGCAAG CCQ2AGGCQC 120 

GATTCTTCGC AACTTTTCGT CAAOOCGCGA CAGACAGTCA GAAAGTAATA GGAAACAATT 180 

AAATACGTTG TTATOTTATA TGAAGTTATA CATAAG1GGC TCCCATC?GS TTATATATTG 240 

CTTTAAATAA CCCATTCGTZ TGGAAACCTC CTCTOTOAAT QCCTOGCICA AACOGGGATC 300 

CTTTOTCTTCG ATCTO333CA AATATTACTG ATAATTGATC TACAGCGTCT TTTGICTCTT 360 

GAGTCCGTOC TOTATCACQG ACGCGTCGTA ACTCTAGCQG AIAACATGTT TAAAGAAGTT 420 

TAGTTCCTTO TTJIOAA03AG CAGCAGCTTT GAGTGOCTFT TCA1UATAAT ATTGTTCAAG 480 

GTAG3AGAGG AGGTAATGTT TCTOTCTGOG TTCTTTGAAG G3CTGGATAA TAATGACTTG 540 

ATTGTGACTC CTGGTGATGG TACATTTAAC A3GCCAATCC C^GTTCCCAA GTTAGATTCT 600 

TACCGGTTTT CTTATACCTT GTTTNATAAG GGTTACTTTC CNGCCCNACT T3CCAAGAAA 660 

TCATCTTATC OCTTTGANAG GTCACCTGTC CCTTAATTGT AAACCTACNC CCTTTACAAT 720 

CTAT32TTAT ACCCN3CCAT 7GTOCCIGAA GGATTTTNTT ATTAAOGCTG CNCACATCCC 780 

TTGGCTGG 788 
(2) INFORMATION FOR SEQ ID NO: 423: 
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<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 769 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

55 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1312UP 
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(XX) SEQJENZE DESCRIPTION: SEQ ID NO: 423 : 

GATCAG3CAA AG3ATTTCTA CKX5TATCIT GOCAAGAACC IGTCACAGAA ATCCGACAGC 60 

AAGTTCXTTC CICGGAGGAT TCAATTTGAA CTTCAGAGGT TIGACTATIT TCACTCTCTA 120 

CTC2AGTATG TIX7TAGGATG TAACGCTO7T GATTTTGCTG IGTCACTTQC GAGGTTTCAA 180 

TCTICGATCG ACCCTAATAA TAAAAATACA AACATGCACC TO3TGAAGAA CTATOGTTCC 240 

CATTTCTTAC CATTTAACAA GATAAAGAGC CAACAOCGCA TAAOXTTIC TAAAGTGTCC 300 

AACTATTCTG ACTTCAATGA CTTCTACCAA CTTOCATCAG CTACtTCAGA ACCAAATAAG 360 

CCCCTCAAAG AAGGACTCTT ATOGTCCTAC AGGAATAATG GAT33CATAA ACAGT33GTG 420 

GTACTACftAG GATCACAGCT CTCAGAATAT TCCGATTOSA AGACGAAAGC TAAGGTGCTC 480 

AGCCGAC03G CCATTAATTT GACGTTK3TC TGIGTTAAAC GITCGGAGAA. AAAQCCTAAC 540 

G3A3TTCATA TCATAACIAC CGACGGCGAG GCTCGTTCTT TCCAAGCAGA GICAGAGGAT 600 

GAAATCAAGC AGTQ3CIGTA TO03CTICAC TCTO^rcTTCG GGATPJkTPCC CATICAGGAG 660 

ACAGATGAGA ACAAAGATCC ATTGTCTATT GTCCGTAATC CQ^TCCGTC AAATAGTOCA 720 

TQCIGTGACT GTO33AGDGA TAAGCAAGTG AAT3GATATC TCTGAATAT 769 
(2) INFORMATICS FOR SEQ ID NO: 424: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH : 799 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDMESS: single 

(D) TOPOLOGY": linear 



(ii) MOLECULE TYPE: ENA (genomic) 

35 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1313RP 



£5 



(Xi) SEQUENCE DESCRIPnON: SEQ ID NO: 42 4 : 

GATOGTGTCT TGCTGACTTG CATOTCTAGC TCAGTTCTTT ATTACCCGCC TvZATGTTGAA 60 

ATTTTCCAGG AACCATCGCA CCAAATGTAC CGATGATATA GATTACATCT ACXX^TCCGC 120 

AAQCCTGGAA GGAAGCTAGA CCTCTAATCT AGTAGCTTGC CATGTACATC OCCOCATCCG 180 

ACCCGCGAAG ACCAGCCAAG GTGACGGCCG OCCAGCTCTG CGAGCTGTGC CACGCGCOCA 240 

AGGCGCTGGT AAAGOGCCCC AAGAACTTGC AGAAAGTCTG TAAACTGTGC TTCITCCATG 300 

TATTCGAAAC CGAAATCCAC AATACCATTA TCGAGAACAA GCTATTCCAG CGCGGGGAGC 360 

G3GTGGCAGT TQ3CGCGTCC GGTG3GAAAG ACTCCACGGT GCTTGCGTAC ATATTGAAGC 420 

TGCTCAACGA AAGACACGAC TAT33TCTO3 AGATKJIOCT TCCTGAGCAT CGACGAAGGG 480 

CATTGT3GCT ACCGAGACGA TICCGCTAGC TACTGIGAAG CGCAACCCAG AGCAATACGG 540 
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TT?3XCCro PGKTTGKJ7T CCTACAGGAC CTCTACGAAC TGGACGAATG ACGAATAGTC 600 

OTIGCGCCCN GGAATGCNCA ACACTGCTCC TTACTOOGGG TiTlTlCGAC 660 

5 ATTCCGGQGG Ga^AATSCTT GAATCCACCN NITK3ITAAN GGOCATACCC GAAAAAATGC 720 

CANAAATCCT GGCCGGGAAA TTTGGCNAAT CttAAATAACN CTTTTCCCCA 780 

AAf>IAGGTCCC QsTTAAM^TT 799 

° (2) D\TORWATICN FOR SEQ ID NO:425: 

(l) SEQUEWOE CHARACTERISTICS: 

(A) LETCIH: 819 base pairs 
<B) TYPE: nucleic acid 
75 <C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1313UP 



(XI) SEQUENCE DESCRIPTION: SEQ DO NO:425: 

25 GATCAAAAAA GATACGGAIG TTATGCTTGT TAAAATATTA TATOCTATAG TACAACGTAT 60 

CGCGTCAAAO ATAACGCATG AGGACTATAT TTTTAATTCA CTAACTTOGG CGAAGCAOCT 120 

CCGGAAGAAA TAGCCTOCTC TATOGGGCTA AGICCATAGG CGTCGGTPOG GCTCATCTCT 180 

30 GGAGACTTTA AAGAATOAAG TCCGAAGGCT AGGCTCCCAT ACOOCAAAGG GGAGTGGGCA 240 

CTITGTTCGA GAGATCCTTC TGACATAGCC TTTCTEAGTC ACAGTGGGGG AACATGGGCG 300 

CGGGAAGGAA TACTTIGTOC GTGGAATGAA CCCTCGGATA AAGGCCIACT TftGCGCGTIT 360 

35 TT3AAAAATO TGACAGTCTT GITOTIGATA TCTAGCTTGT ACCTOGTT33 AGTGGGTTCC 420 

TTTGCAAGAC CAGTGOGTTT TICGGAAAAG CTTOGCGTCT TCCCGGAATG AATTOIGAGT 480 

CCTGGT.&G3G AACATCCGAG ACTTCCCAAA AACCNTTTCN CTNICCATTT TCNAAAAAAT 540 

40 GGAAAICfWO OCGGCCATEA HCMt'K'IT CCCAAATEAC NNOvTXMZCC TCACTTTGNG 600 

ACTTGGGNAT ANAGANCCCC OTCNNACCCC TOCAAANAAA AAAAATTCTC NITCIGCCCC 660 

NimTlCCCC CCCGGGGCCN MOTnTAATr Q3GGOGAATT AAATITIGTA TCO-NGCN3G 720 

45 TN3AAGCAW3 TTAITOXCCC COOTIGACCC ATTTTTTUACT INTTAATTTT TCCCCM^CG 780 

GNTGGAAACT TIGCCNAAAG QCAMXTTTT TGAAGCAGT 819 
{2} INFORMATION FOR SEQ DO MD:426: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 791 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEZNESS : single 

(D) TOPOLOGY: linear 

lii) M0LEJOULE TYPE: DMA (genctnic) 
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(vi) ORIGINAL SOURCE: 

(A) CRGWISM: Pi¥3l314RP 



(3d) SEQUENCE DESCRIPTION: SEQ ID NO : 426 : 

CATCCATAAA CTMCTTCTC ACTTJQCCGGA TGCAAAGTAT CAAGGAATAG GCGACAATCG 60 

GTAAIGATIG GCTCGAGCTC ACGCAGATAT TT33332AC1T CTCATATCCG 7QGGFIGTTC 120 

GATOCATGAT Q^ACATGAAT AAAAGGAAGA AGCTTCGAAA GAOGTACACG CtTCGGGTAG 180 

CGK7IGATGA GAGCIGTEM5 TTCGGCTICA ACA1CAGCAA GTITCTCIST AGGGGM33CA 240 

GGGTCGTCAA CATCATTTAT TAGACACTGC ACCAGTTTGT CTCAAAAAAA GGTCTCCAIG 300 

GACAAGTGCA CCICATCCTT TGAGATGOCG 03GATAACGT OCCTCAGCGA CGCCAGTCTC 360 

ATCGTGCAAC TCOCTCAGAA AACTCTTCAT TGA2RDOGTA ATOCAGTCflG AAGAAGTCGT 420 

TAAAAGCACT TTCGATOCCC CAGTGAAACC TAATCCTCGT CCGATATAAA ATCGAACGTG 480 

TEftGCAACAA TCTTCCATAT CTXIAVCTG TTTTACAAGC TTCTTACGAT TTICCACTOC 540 

TCGA.TK3RAT ACTTXCGCCN AATTCTTCTA (XATATACAC CCMTCNCNGG GCTITIGCAC 600 

GAATICNrrA TTIGTTGAAG AACT3SACAC TTTGAAACTT TCCAOlTTOC NGANICCGAA 660 

/OJCnTTCN CNCCGAACTA AWINAACCC CAArCCIGAC CCAATAQV7I CCCCOCCAAA 720 

CATGAOOCCG CACANGATTN TlTmUULN AGAATTTNTT NAACINITIG CCCCCTNANA 780 

CAnWTAAAT C 791 
(2) INFORMATION FOR SBQ ID NO: 427: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 833 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDMESS: single 

(D) TOPOLOGY: linear 



(ii) MDLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM; PAG1314UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 427; 

45 GAICTTGCIG CAGACAGATG OCGCGGAGCT ACCCTTTCGA ATCCTTATAT AAAOCCTTTT 60 

CCAGCTCTAC CGCAGTAAAC 1CCCCTTOCT TCA33AGCTC CAGGCTGCCA OXSCACTCG 120 

ACOCCTACAC GOGTGACTOC ATT03CTTCT GTOCQCACAC CCAAGTCTTA AACGAACCTC 180 

50 AATCCCATCC AACCAGTTCT CCTAACGTAG CTACTTCTOS CCAATCQCTC AGCCCCATAC 240 

CCTCGAG3ZA ATCTTTCCAA GCCACATAAA CGAAACCTAC ACAGTTACTG CQCAAOGCAA 300 

GTCCCAAAAG ACCACAGGTT CCQZAGTACC AGAGCAAAAA GCTTACCTCT CAACACTTOG 360 

55 AACATTCGCG TOGOCTTAAC CATATOCCAC ATGAAGCAAT AGACCCCTAA AATAGAAAGC 420 



733 



EP 0 866 129 A2 



10 



75 



20 



25 



30 



35 



45 



50 



GAWGQCGCG CXACXOXCAT TCCTOOIXWT GTACTTGGAA CTCACATAGG GGCTGCACAC -480 

TGCTTAAQT CCTCGCT-PGC AGCTGAGGCC ATOTOCCCCT CATTAGTGAC CCACQTTCAT 54 0 

CTCGAGCCCG CAAATCATCC TCACCGTGCA TCCGACTTOG CAXTGCAAGG GATGTTGATC 500 

CCCT0A1K3GG AGGCTTGCAA CAGCGCCNCC CTTCTTTCNC ATCCATAGQC TOTCGAGGCC 660 

GGAATGATCC NCTCTCCAGG GGAACNCCCT OCCCAACOCC CCATAOCGCC CKCCCTOGGN 720 

rWTTGCCOGG AKACTCQ4AA NC24NGGTTTA AAWNTTTTTT TTAAAW30JCC CAGTOGTWTC 780 

AAGOCCCCCN MGCCTTTTTC CANCCCGCAN TTJJCTHAATT TTTGWCNOCG GNA 833 

(2) INFORMATION FOR SKQ ID HO: 428: 

(i) 6BQUBKCB CHARACTERISTICS: 

{A) LENGTH; 899 b*v« ^airi 
(B) TYPE: nucleic add 
<C> STRAND SDNSSe : eingle 
( D) TOPOLOGY: linur 

<11> WDUmCOLtt TYPE: DKA (gMOBic) 

{vi) original Bonner: 

(A) ORGANISM: PAG1315RP 
<xi) S EO0KNCB DKSCRIPTIOW* 8BQ ZD NO; 428: 

gcggccgctc nnccaactac tggatcttca tttctooccc ogccgacagg TTACCACCGC 60 

TTTTCTCTCC CGTCAGCATC TCAACTAGCT OCTGTAGCTG QTACTCCCTO TCGCCOCGGA iao 

ACACGTTOCA CTTOTCTATT COTQTOCATO AAAGATCGTG CAOCTGAACT ACATTACCGT 180 

AAGTGATCAG CCCAACAAGC GCGTTGOGOG GCkCCAACOA CAGAOAGOTO ATGATCGAAT 240 

CCTTCAGCGC CTGOAGGTTC TCCTCCTCCG C0OTTACGTC CACOACGTAQ AAOAAGATCG 300 

OCGCCACCTO CACCOOCCGA TTTGTGATOT ACTCAACCOT CGTGOAOTTC AOTTCCGCOC 380 

GCATCGCCTC CTGAOACATG TTCGCATAGT GCT9CGGAA0 ATOGTTCCGC OTCCCCGCAC 420 

AGAGOGCACa CCCACACGTT COACCGCACG TCGATCTCOC AGTACGGGTT CAQCACCCQC 480 

CTTACAGTGT TGGCCOCACC CACACACCAC CCGGTTTGTT ACGAAAACCA CCGCCCAGCT $40 

CCCTCCAATC TCCTTCCACC GCGTTGTTAC AGCATCCCCN CCGOCMCCAC <JTTCC*TO*T 400 

CSCGTTCCCG TCCGGGAAGG CCGGGAAAAC ATTCCCACGA MAACCGCACC CCNTTTAG3T 880 

CTTCCTTCCT KTTTCGAAMC CACCCTTGAA CCONGANCCA CTTTTAHWCC CCTTtACCCC 720 

CTTTGATCCC OWCCOAACCC CCKAAATGGA ACCAAMNAGC COTTAACNNN TCCNAAAACC 780 

GAfcrrrGCccar tttcaacgtc ccatcctttc ccccccgnga anaaaantnc nccgcccna 839 

(2) INFORMATION FOR SKQ ED WO: 429: 



(1) SEQUENCE CHARACTERISTICS : 

(A> X*ENGTH: 818 b*«« pairs 
55 (8) TYFEi nucleic add 
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fC) Srn^ANDEDNESS : single 
{D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: EW31315UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 429 : 
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GAILTIULLD 


AATATCGOCT 


COCAATCCGT 


AOCCATCCAC TTCGfiCACTA CCGACTOCAC 


60 


C3XAGCGIG 


TTCATCOGCA 


CAAOTrOCTC 


TCCTAG3CnC ACXACCGOCG COCCACAAA 


120 


GTACAACCCC 


CGCGIGSTCT 


CC/OCTGCTC 


CCQCTCGTTG CCCAACGACA CCJEAGTAOZA 


180 


ATACGAGCCC 


OGTACGTACA 


CATCCACATC 


CAC3ZAGCTG TCCTCCAAGA AACCTGCQCT 


240 




T1UIAAAACT 


TGTTCCGCTG 


GAALT1CGTA TIULTI1UXJ GOGGGCAGTT 


300 


GSTCCACACT 


ASDCCG-rCCC 


GTCJTCACAG3 


CGATCCGGCG GOTACCAOCA ACOXACCCG 


360 




TCCTCCOCAG 


CGTCTCOGCC 


AACAGGTAAA CAT33GAACG TGAGCACACC 


420 


CTTICCAACC 


TCTOCTCTCA 


COJXTOCCC 


UriUlU/iLT AATOAJAALA CJLALXJbTm" 


480 


CA'ILGLUUIT 


TOCGCCCTTr 


GCIT33GATCT 


AAMGAAGCT TOaCTl«lCA 'Iti^JL'lULT 


540 




ACTGCCATAG 


HJL'ITHLifiCC 


TTGACGCCGT GTTAAATAGT OCATTTCAGT 


600 


ATACACAATT 


TGACTTACGN 


NTTCCOOC 


TOGTAACTGA G33ANATTAC CCNAAACCCG 


660 


GAN3GGANNA 


TAACN37TNA 


NAATTTNCCC 


Q3TNGCACNC NTOCCNTATO NTTOCNITTT 


720 


TO3AAANAAA 


cocTwaaa*! 


O^INGGTTGN 


NAAAAATTGA AAACCCN3GN TNAATACTNC 


780 


NITOACNTTN 


TCQGAAAACA 


AAANTN033C 


CUXJXGN 


818 



(2) INFORMATION FOR SEQ ID NO: 430: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 798 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS .- single 

(D) TOPOLOGY: linear 

(ii) MOLfEULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1316RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 430: 

GATOCAATAT ATOCGATOGT CTGAAQ3GTT GTCCACGTGA GTAGCTTACC GAATACFTTG 60 

CCAAOGCL7IC TCOGACATCA AGAAGAGTCT CAAGATAATA ATAGTCCTTT TTG3GCAGTA 120 

AGCGAAGATT GTTCCTCOCC TTTOICATTT CTGGCCOJTC CCTOGACCCA TITGGTOCGC 180 

TSTTGAAAAA GCGCCAAAAG TACTTCAAAA TGACCGATTT TTCGACCTOG AAACCTGCCT 240 
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GGfiGAGAGAA GTCGTOCAGC AACGTAAATT CACPGAGBGA CM^ttTKTIT TCGATAATTO 300 

CAGATILT1U ATTCTCCTTC GTTAATITTC GGTACAATTT aGATCflrfXTT AATAAAAATT 360 

GT£GTGICTG GACAGAIGGC GATICAGOCA ATAAATAATG QCTGA'IGGAT TAAA'TGATGC 420 

CAOCT333CC AACTCA2TTIG CA'i'lUJL'JAA GGAAOSCATT GATTTCAGAC TAT^GTTATT 480 

GGCAGCATOC ATGTACTTTC TTGTACTO3A TCA03TCCIT CACIGAGACA OOGICAGAAA 540 

GOJIGACOGT CTOGTCAATG AGTTAGAQCC ATCCATAGAT TICOCCGAGG CAGTTOXXX: 600 

CATGAATTir CACCXACVTC CXXCCOJTIG CATACCQCAA TTTGAACATT CCC33TCAAT 660 

fiocnxjrrcc tgceocggnt ntico^^aan agggaagtta naxtlvigno crnrnriN 720 

AAAACCCAAT TCNGACCTnT TCM33GAANT TTICCGGGTT G£GNAAAANT (XNAOCCCG 780 

GTN0003GTT TAATTNCC 798 
(2) I^iPOKMATION FOR SB2 ID NO: 431: 

(i) SEQUENCE CHAPACTERISTICS : 

(A) LEM3IH: 820 base pairs 

(B) TYPE: nucleic acid 
<C) sraANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SCUFCE: 

(A) ORGANISM: PAG1316UP 

30 

(Xi) SEQUENCE DESCRIFTICN: SEQ TD NO: 431: 

GATCAACACT CGTACAAACG AATAT^JTCA CATGACCAGA TAATCGTCGT G&CT33CACC 60 

35 CAIACAT333 CAOOCATGCA CCCACA3GAT GGTTTKTnG GO333H3330 CGIGCIG330 120 

GO3CTO00O3 GTCTACGOTC GGCGGIGTAG GOOGCCGGCT GGGCGGCCAG GCGGAGCAAT 180 

GGGCGGAGGA ACAGCGAGCG O30CAGCAGC GGTOCGCAGC TGGAG30IXX GGCATGIGTC 240 

40 GAAAATTIGT AGAATATAGC ACTGTTA1AC IGAACAGTAT ATAGAAAGAG CACTTCCTGT 300 

AQ33TIGAAC ATACTATACA AGCTCCCAAT CA3GGACGAT GGCTGTIX30T A£GAACAAGA 360 

GATIGTCAAA GGGCAAGAAG GGTFTGAAGA A3AAGGTCGT IGPOOCATTX: ACCAGAAAGG 420 

45 AA1GGTAGGA CATTAAGGCC CATCCAGCTT GGAGAACAGA AAG3TCGGTA AGACCTTGTC 480 

ATOiGTTXAC OOTTTOAAGA ACGCAGCTNA CTTCTK30AA GGGC^ttfTTIC TrCAAGGINT 540 

NOOTTTGOCC AJCCANCM33 TTQ^TtAGGAT mO^CTTCC NAAAGGT1GA ATTANAAA3T 600 

50 TACAGGTCCU N333CAAAAC OCTTINGACA CXHT0CCO33 TTTO3GATTC CCCCCCCCNA 660 

CATTTTAATT CAAAQ3CCA AAATTTGGCN AOCTTAATTA NOGNATTTTOC TNTTNAAAGC 720 

NGMAAAAANN TNINTAATJN TTINNXTTG OtflNOCCAAA AAAATTINX CATTINAAAA 780 

55 AOJirriNNc OTrcoocix^j ntinaacngc NAAGGTITITNJ 820 
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(2) DEFORMATION FOR SEQ ID NO:432: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 807 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencntic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1317RP 



(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 432: 

GATCTTTATC TTTCGATGAT AltTTICCTG AAGAATCGAC AAACACCTGG TCCAGCAAAT 60 

TOSAAGCTAA GICTCTCCAA TCGGAIGCAA AAIAGTTGAC ATACCGOGCA TTTAACTTCA 120 

CTAACOGGGC (33CACCAA.TA TOCTOCAGAA CKJTATTTAT TTCGCIACCC TGAADSATIT 180 

GTTCAATCAG CGTAATATTC GTCAATACAA AGAACCCAAT TCTCTC3CATC TGACI7TATOC 240 

TTTTATCT33 ACCTCCGACT TC333CTCTA AGITTGGATT TAGAATCTTT TGQCOCTK3C 300 

C<TCTAGAGA TATCGTTAW3 TAA1CTATAG CATCOCTGAA GAAGCAAGAG AGCAATTOCT 360 

GTGCATTCTT COGIGTCATA GATATOGTICC AAACATTTTT TGATICATTG GGCACCCA'IG 420 

ATICCCGAGT CATCGATIGT ATAGTAQCAA OXAACCAGA CTIGTATTCA CTAAACTTCC 480 

GTAGTCTO3A CATAACKTCA ACTCTCOCCT CCAGITACAC CA3TATCAGT CGTAACTGAG 540 

CCCtt^AGAAG CGGTITTIGA CCGATGTACT TGINTCNATC TTTTTGAACA NCGACNCOSA 600 

AATTTCATTT CA^I3TCNG^C TNC^JCNCTCC CAAAACN3TT CCNIGGTTCT N3TAAAG3TT 660 

TTWUXTAAA AATW333/IT CCCNNGINAG NITCCCCCOC AATICNAACN NAANACCCNA 720 

TTTTTWEAAT TCCCCCNCCA AAATTCAATT ATACCCCCOJ TTTITXXJEAr TNTAAATTIN 780 

GG33SNCNZN NTICCAAAAA CCM3CM3 807 
(2) INFCFMATICN FOR SEQ LD NO: 433 : 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 835 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(Vl) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1317UP 

(xi) SEQUENCE DESCRIPTICN: SEQ ID NO:433: 
GATCGITCTT ATATTTGTTA AAGAAGAGTT TTXTTTCAAGC ACTTTGAGCT GAATAATCTT 60 
GTCAAACATA TTGTCAG33C TCCGCTGoiC GTTA£C0333 CGAAACCTCT TGAGSAACCC 120 
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ATCTAAGATC ATAATTGCCT TTTX7TGGCVC CGATAAAGCT TTAATfcSVTT GAflOJlTUIU 180 

Qccrcmcr gcaacgog3g atttagttat tictctaacg GftricracAT ccttobwgt 240 

CAAAAATGAT AftACACAOGA CTTTCACTCt: ACKITKirAC OGAATATAAT 'iL'lULTlCAT 300 

CTTTTCCAAC CATTCG&AAA GTK7TTTOCG CTCGAACQ3C ATATGATTCT TTCTCTCCAC 360 

AATTACAOTT CTTGAACTAT CCTTTK7TAG AAACTCTAQC OCX7ICAO0CA ■KAATTTGCT 420 

CTTATCCTrA GTAACAATAT TATCATTCTC TATG1D3DCC CAOGACICTC CAAAAATATT 4S0 

CTTCAATGCC AG3QDGACTG TCGICTITCC AZAACCAACC GTGGZCACAC QGAAT3AAAA 540 

TGAACTTG3T ATX7TCGTOCT ACCTTATCGA OCIDCAGATC CATftCIXXflC OCOX^JAOCT 600 

CCITTATAIC CIXXGAATTT CCATAATAIC CAAICCCAAA ATCCCCAAAT CNITCCIAQS 660 

AANATTTTCC NNNACIIGAA ATCCCXZTE^C CITCWTATA O^CXCTO^AA ATTTTJ33ATN 720 

Tir^rrxNs ccaQ33aktta cnattcccna ti'itinItto 'TCAT^JAACAA MXTTITCAA 780 

TITriGTCCC CWULXJNL'lUr GNANTKXTN CCCTCCICOC CCTCTOTTIN TTACN 835 

(2) INTCRMATICN FCR SEQ ID NO-.434: 

(i) SEQUENCE CHARACTERISTICS: 
25 (A) LEN3TH: 748 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ETJA (genonic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1318RP 



(xi) SEQUENCE EESCRIPTICN: SEQ ID NO: 434: 

GATCGCCTCG TCC7TTOXCC 03CTOGTCAG GCTC1K3JJZA MGAACT3CC a^AOCGBCC 60 

AACCAAATCT 03CATGTCCT TOX3GT2GAT GAAACCCTOC T<XTIO0TGT OO^CCQCATC 120 

CCACACGTTC TTCAGAATAC QCTC'ICaC'R:' CGTCATGACT CCVGK3CCSJT GACK52ACTT 180 

CCCAAG3CTT TTGTICTQCT TGOCAGTTGA AACGAOXTC GCAQ33QCAA AACAACACC3 240 

GCCCOGCQGC AATT3TTCAC (3TO0CTCCTC G03CCACATA (XCT3AC03C 300 

ACACGCACCC TTOCAAAGTAG GICATCflOCA AAGGOGCACC OT3CCTCAOC 360 

TCGAOCAOCC QCCCGCCACG CGCCAACGQC C2CCAGCATC COCCTTCICC CTAGOOGCCG 420 

GCQCCGTTGG OCA3O0CCGA AAATACCICG GTTK3XCCA CTGAITGCCGT CTGCQTICCG 480 

ajGOXCCOr C0330XCCA Q3CAC033TG CCKJJICA03 003XO333C Q33C033JTC 540 

Q3TCACGTTCJT GCQC3TTAO0C UUULUHjU'lT TAGATCGAAG CTTTCTAaJTC TOTODOGTOC 600 

TOOCCL'l'Iur TGTGCTACCG CXAACAGTOO GO3330CGTA CX5C03TA33C ACCACGTO3C 660 

AT^XCTATC AOGTTT2AAAAG A033C333TA AOTGCOSITC GCXXXTTGW3A CACATCGCAA 720 
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CTATrTACAG M3TK3ACC 748 

(2) DEFORMATION FOR SEQ ID NO:435: 

(a) SEQUENCE CHAR^ZTERXSTICS : 

(A) LENGTH: 758 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1318UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 435: 

GCAAAAAATG AGGTCCGCCA TGCGCG3CGG CICGCGCCCG TCCGCGACCA AGCTCCGCCG 60 

O0CGTCCGCG CCCCACftOGC ACCAGCTCGC GCCTGCGCGG TAGCTCGCGC CCATOXG2A 120 

GTCGCGCACC GCGCCCGCGC GCOGCAACGT CCACAICTO3 CGCACCACCT TCTOGTCGAG 180 

CACAOOOCCC CCGCACGTO3 CCGGCGCTGG CGCOXCCGC QGCACCTGGC GCTOGTGCGC 240 

AGCCAACTCG CCTC7ICATGA ACAACGCTGT AGGAATGCCC ATCTTTGCCC TTTCCGCTCG 300 

CTGCCGCTGT GTGTGTGCTA TACGCTGCCT TATATACCTG CCAGGAGAAA TGTCTGCTAC 360 

TATCCCCGCG AAAATATCCA TCCGATQCGA AOGGCGGAAC TCGCCGGAAA CCTO3AGCCC 420 

CGCCTCTGTC GATCGTATGG AGAAACAGCT AAAATCGCTC AGCTACTCAT CICTGGCGCT 480 

GTGCTTCACG GTCGCCGCAA TGOGGCGCAT GCCCAAGTCC GTTTTTTCTC TGTGGCGG33 540 

CCAGGGAGAG CGGGGCGCAG ACGGCCAGAT TTTGTGCACG GCAGACCGCG TTGGCTGTGG 600 

TAACGCGTAT GAAATACGGG GAAGCGGCGA TTACCAGTO3 GTTTCGCTGT CA03GGTCXC 660 

TGGO30GCGG GAACGCGGTT ATGGTCTATA TTACAGAATG TGTACAAAGG AGTCACGTGG 720 

GGGCOGTCGC OGGOCGACA GCTGCCTCB3 TTTCTTCC 758 
(2) INFORMATION FOR SEC ID NO:436: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 801 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDEDNESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 



55 



(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1319RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 436 : 
GATCTTCCTG CCTTTTGACC TCTTCATTAA TCTTCTCCIT TAACTTCTTT TCCGTGTCAA 60 
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gaatgtctgt tagcagttcc tcttcctgtt TCGsmciT ocigttoctc ctqcxaagat 120 

GC^XATCGA GTTTTGCTGG AT33GCAAGA AATTAGAAIrT GATATO3CCG ATCCC1AOGA 180 

5 AGAAATCGTA 033C^AACC TIT^TGAGAT TCXGCACCA GTTCCAGACA TCAOTTCTAT 240 

03TCAATGAC TAOGACCATC GACTQ3TCCA TC033AACAG ACQCTCGAGT GKLTlTlUULj 300 

TCAGCGAACC GITITCATCG CGTGACAAAA TTCTATCGCC AAAGAGL'ITC CCATC0337T 360 

10 CAATTATCTT G33AATCTCT AGCGCATAQG CTCG^TAGT CATOTKTTAT ATATGCAGCT 420 

CGAAATOCOG CGD3ATCTTC GCAAAGAATT CCTTCAOXC TOXCGTAAT TICACGTTAG 480 

TACCAACACT TGCGCCGTTG GTT33CTnT GGCCCCCATA TAGAAC03D3 0CAG2ACAGC 540 

75 TOCTCCATCC GANAGANAAA AACTGCNCAT CCTTAGCQCC CCGTATT033 GTTTGTTTN3 600 

GTIOXTrTG AOCACTCOCC CATGGTQ3GT TCACAOXOC NAIN3ATICN OCTJrCTGGTT 660 

CAATTTTACC OXAOCATN3 CTT3D3CNCN TOCNWJCAAC TTTCACTGCN COC*TGACCA 720 

20 AAATCCAACT TOCNTTQGAC C03ATTK7IT TlTl'lNTTIG AAACGNNANT TCCTN3TCNN 780 

criGGQJcce cNcrrrcccN a soi 

(2) INFORMATION FOR SB2 ID NO: 437: 

25 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 834 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEFIMESS : single 

(D) TOPOLOGY: linear 

30 (ii) MOLECULE TYPE: EMA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1319UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 437: 

GATCATCQ3C ATGCTO3AGA ACCCAATTTT CCAGTCTCAG ATGAACGAAA TGCTCAACAA 60 

CCCGCPGATG ATCGACTTCT TGATACAGCA GCACCCGCAC CTGCAG3CAA TGG3CC033C 120 

OXGCGCGAA ATGCTCCAGA GDDCCTTTTT OCGCCAGAT3 CTCACCAACC CCGSCATCAT 180 

TCGCCAGATG TCTCGCCTOC AGAT333CAT GQ30G3TGCG G3CGCCGAGC AO33CA0CGA 240 

CTTICCAGCC OCC03CTCCG CCOCCAC^CC OGACGCCGCC GCOCCTGOGC CGAACCCGTT 300 

OJCTGCCATC CTAGGCTTGC AGCO033CGC TOCTAACCCG CTQ33CGCTG 030CCGCAGA 360 

CCGCGGCCTT GCAATGCCCC CTCTAGACCC GGCTATGCTC TCTICOCTCT TO3303CK33 420 

G03CT3CCAG OXTOCOCCC GCCGAATAAC AG33CTNCCC AAGNANGNGN TANCAAACAA 480 

ANATTOGCCC ANGCTNAATN AATTN333CN TCTCCAACTT GAANAAANAT TTCCG03CTT 540 

NbZGOXHXi AAGAICTTCT lJTCm33GCG COCTTNTATT CTTTttSJTAAA G34AAANTTN 600 

TAGGTIt3\IN3A NTTNTCTOCT NCNM3333TG NZETCQXGT TTTTNTTTAT TtXCCNTTNT 660 
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TTGmrVCTC CNTTJCTCNIT TOCNACCCCA CMZAATmT TTITJ37K333 QTlNCCWm 720 

TTTTCATNNN TINCNANt-KC GCCJtflAATT ATANI'IUINT ATCACGTCCT tmWnTT 780 

MJXNWCN TTO33TTODC CCTrTNANNT GAQGNTOGTC TAGGGAAAGA AAAT 834 
(2) INFORMATION FOR SEC ID N0:438: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 791 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1320RP 



20 (xi) SEQUENCE DESCRIPTICN: SEQ ID MO: 438: 

GATCTTTTCA 2GAAGTTTAA CAATGACTTT AAAOCTAGCA TTGATAAAGT ACTCAAGAAA 60 

CCTAACAGAG CGGAGATGTA TGATGCTCTT TTCTCAATTA ACOTCCATIC TAACAATATC 120 

25 ACCTCGGGAT TGAATAGAGC TATCTCCACT GGTAATTGGT CCTTAAAGAG ATTTAAGATG 180 

GAACGTGCTG GTGTTACCCA TGVCTFSPGT AG3CTTTCIT ATATTICT3C TCT3GGTATC 240 

ATGACAAGAA TITCTTCGCA CTICGAAAAA TCTAGAAAG3 TTICTGSTCC TAGAGCTTTG 300 

50 CAACCCTCGC AGTTCGGTAT GTTGIGTACA TCCGATAOOC CGG&AQ3TGA GGCCTGTGST 360 

TGoTTAAGAA CTTAGCATTG ATGACACATA TEACCACGGA TGATGAAGAG GAGCCCAATA 420 

AGAATCTITG CTACTTACTG G033TIX33AG AACATIACAT TGGCTAAANA ANGGCNCCCT 480 

TCLTITIAAA TNr*JG333GT TTEATIT3GA AAG33TACTA COXCGGTNC ACAAAATCCC 540 

CCCCGNGTTT TTGTTCCCCC TTTTAAACIN TANAAAAAAC GNGTAAAITT CCNNATITCT 600 

TTTCCCNNTN TCCCAANNNC CTCAAAACTT Mi'lCTITlGC AAGGAG33GG GAAATTINTN 660 

ACCccrrrNT titntnggaa gbgaaiti'it gtcccggngg cccccaaaaa tttttaagog 720 

GAANICNTTA NATTCCCNAN NG333JINNT AATTTTTGGN TTTTANAAAA AAANCCCCCC 780 

CCNCCO^NAA A 791 
(2) INFORMATICN FOR SEQ ID NO:439: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 844 base pairs 

(B) TYPE: nucleic acid 
50 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ENA (gencmic) 

(Vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1320UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 439: 

GATCSTGAQG GAATCCTTOG AMAGGATGA (^AAGAAGTCC G?03^TGAAG GTGACCTGTC 60 

TATTCCAGAT GCGCCTTCCT CTGAGGAGGft. TTACOCATAT AATO33TCGT TTATATGTAC 120 

ATTAATTAAC ATTCCQCTTT AGCl'lTl'l'IA CTCTTATCCT TOCQ3TA3CT CACCCATATC 180 

TC7TAGCCCTG CTCAGTTATC ACTAAAACGA GTGCCAGGCC CTAGTftCTAT ATAA1CCCGA 240 

GTTCGAGCTG AGAAACAATG TCTGATTCGG CTCTJITTGCA TGGGAGTACC GCGATOCAAG 300 

AICCAGATAG CACTTTAGTC GAGGAAAGGT TCXXX33CTAC GCCAAAAGTT ATCAACAAGG 360 

TCAQCAAGAA A&X7ITCAAGC CCCLTI'ITJAG 'lUiMTAAGTT TAAAGAG330 AOOCTATCCT 420 

GCCNAAANTG CQCCAGGGTN CNTGAATTTN GGAGAAAAAA NIXXXTITTTr TCQ3GAAAAG 480 

COCCCCNTGA NNCCAAAATT TATTN333AC O^CNACACC N32AGAAATT TOOTTNA^3>J 540 

GCGOCCTTTA AAATNCCCAA TNTCTTCNAA ANNATTTGAG CWOGAAAGAC ANITTNTTTN 600 

AATTNCOCGG GGGGTNTTTT TTGO030CCC GONGNTCNTC COCCICCAC NANTTTNAAA 660 

NATAGGflGGA ANGGGN00N3 QCCANAlTIC CACGTTTCNN AGTINGANNG CCM3^AANA 720 

O^/TOGAI^ OCACCAATNC G3^K3TOnJGA AAATJAhHNCN NACTGCTTGT ACACAAATTT 780 

TTTTGTOCCG CN33TCACAG AAAAAAAGAN GGAmTlTN ACAACCNNAA AAANAAAAAA 840 

AAAA 844 
(2) INFORMATICS FOR SEQ ID N3:440: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 788 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1321RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID N3:440: 

GATCACGTCG TTCCTQ3ACT TTCIATCGTC GACGGTGCTG T7XTTCAGCC GGGAGGCGAT 60 

ACGGCTGGCG ACGCTGCGCA TCAAGACGGG CG33SACGGC GCGCGCGGCG GCGAGATGTC 120 

TGCGOAGCTG CAGACG3COO TGAATTTTOC AAACATACCG AXGTGCATCG QGGOOCCGCT 180 

COCGGTQGTG CTGGCGGTGT G3ZAGTACTC GAAOCTCAAC AGCTACTTCA CGCAGCTGCC 240 

GTTCTTCTCG TGGTCGATCT ACCTTGTGCT CCTGTCGATC CTGGCGGAGC TCGCGAGOGA 300 

GC03CTGTAC GTGXJTGAACC AGITCATGCT GAACTACCGC AAGCGGTCGC AGTTCGAGGG 360 

TGCGGCGGTA CCAQ37IOCT GCTTOJIGAA CTTCGCGGTG ATCTACTOGT ACGAGAACTG 420 

CTTTGAATG33 CQCGGCAGAC GTGCACGACA CCTACAGCCA CGAGGCATCG CX33TOCTTGC 480 
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TTITNCaXG G3SAAG3TTG CCCCOCCAA AACTTINCCT 03CCCGNTCT ACTTGAANAA 540 

crroccrcnc tg33Xccca aaaacttttt tcdctttntt tnoagtic cttttccogn 600 

NATT1TTTAC aXNTINTTC CNCCOGI4AAT TTNTTGCCCC TTCCNAAGGT TTITTCCCCC 660 

wrrmrrrA ^oxNCCTm ncaag333ga Ammrrra cttcccccnc cocoxagaa 720 

TTCCTTITTT TTAAAANGGN NCOXXXXX^ AN3WTTTNN CCCOCNAGAA 780 

NATrnrr 788 

(2) INFORMATION FOR SB? ID NO: 441 : 

(1) SEQUENCE CHARACTERISTICS: 
,5 (A) LEM3IH: 815 base pairs 

(B) TYPE: nucleic add 

<C) STRANDETNESS: single 
(D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

20 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1321UP 

25 (3d.) SEQUEMIE DESCRIPITCN: SEQ ID NO: 441: 

GATOGAATTC GATITCCTTT CGGTGCAAGG AAACAGAGCC TTOGTTAAAG TGGGATACGA 60 

AGACCGTGCC CAATTTTCGT OOa^CCTTTC TACATACATC TCAAGCGAGG AACTTATCG3 120 

30 CGTGCCATTA GTO3TCCATA TATTQCAAGA AIGTACAAAG TTAGAGAGGA TGAAGGTTGG 180 

GGAGGACGAT GAGCTATCGT TCAAAA03AG TTK3SAGGAA KAAGTAN033 ATTOCAGTTG 240 

TAATTAOCTA CAAAAGCGGA ACGGGTCACA CTAAAATTCC AIGCGCTAAC TTTTCCACIG 300 

35 AAAGAAGCCA CATGAAGCTT TIATMCTTC TG33XTCCT CTGCGACQCT TACACGTCCA 360 

CAAC7GTTTC CCAAAATTCC TO3ACGTTTT CGAGGTTTTA -AGAWXGATC G^KTKXXTTC 420 

CTTGCAGAGA GGTO^ATTTG ATG3G3CGAA AAATQJIT1T TCAACCGCCG AC03TCGTTG 480 

40 TTCA33AGCT TTGTTPiJTTC GAAGTTQGAG OXCATTCCA TXGAITGOCC CTTOOTCTTC 540 

CTCCCTNGCA CTIGCCGCTF OCTGOEATGT TTACTTACTA ^C^AGCACCGA NCCACACTTA 600 

TCTOGrriTTT TTTTCCTATC CTGANACTCC CTTCAATTAT TGCCTCC7TT TGACTTTCCC 660 

45 CCTGITOCAC GTTNGTTACA OOTTCCTTT GAATATCTTT CCTTTCCGAA GCACCCATNT 720 

TTATAATTAG TCCTATTGAC CCOCCCCACC TGGTTTTTGT TTTCCTCCCA ACANGTTCTC 780 

TTCTCCACTN AOTrnXTTAT ACNGAATGTC NACCC 815 

50 (2) INFORMATION FOR SEQ TD NO: 442 : 

(i) SEQUENCE CHARACTERISTTCS: 

(A) LENGTH: 773 base pairs 
<B) TYPE: nucleic acid 

<C} STRANDECNESS: Sir*gle 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1322RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 442: 

w GATCCAGGAA ATAGTACAAC OCCCTK33AT AATGCCAGGG ATTCCTGACT CCTAAOGAAA 60 

AGCCTCTCCT CTTCTAATTT CTTAITAAAG TAGTTAGCTG CAAACTGTAA CAAATCCCCC 120 

G3DCGTCTTT GCTCCACTTC TTTCTGGAAT GCG'IHTJAGTA GGTGACGGTG TTCCTG'IGAT 180 

?5 AAAACCATCG AGTAGTTIGT TGTGTGA3GC AGAAAACCTG CCTAIAG033 AACCAAAAT3 240 

CTCTAGEAGT GTGACGGCAC CGTTTTATCC AGiTIUCTAA GCAGCTGCCC TAGG7TEAGGG 300 

AGAGTAGAAA GIT7IGATTGG ACCCGAATTT OCTTCTGOGC GCGGCGAACG ACGTTAAATG 360 

20 TGATTCACGT GATCACGCTA CTGGGGCTAA CTACCAATTC AGACAGGCTA GTK7IGGAAG 420 

CCTGAGGAGG TCTOOGAAAA GCTTGATGTG AGGATACTCU "IGTICAGTTA TCTIGTA3GC 480 

CTGTATTGAT CTGTCCGTGA GACCTOGAGC TCITCGTCCG TCAATGCCCC GGGCCTAGAG 540 

25 AGCTAGGTTG ACICCGAGTT CTACAAAATT TCNAAACNOC TTGAAAATTC NCAACATTGT 600 

WIGGACCAT CNANTTOCOC NCCTTOGGAA NNAAGCCCTC CANCCTTTTT TNACGT1GCT 660 

NACTTNCCCN CTCAAAAAAC CTTCNA7TTA CCCTNTTTTIA CNCGC30AG3A AflXCCOCAN 720 

50 TicriTrrcc atoaaccggt anginaaaga atiticnngg catgnggttt ang 773 

(2) INFORMATION FOR SEQ ID NO:443: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 817 base pairs 
35 <B) TYPE: nucleic acid 

<C) STRANDEENESS: single 
(D) TOPOLOGY: linear 

(ii> MOLECULE TYPE: ENA {gencmLc} 

40 <vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1322UP 



(Xl) SEQUENCE DESCRIPTION: SEQ ID NO: 443: 

GATCTTCACA ATCGACGCCA CGIGCATCGC GMGTTCCGC CGCACIGCCG IGACTGTGAG 60 

ATATIGGTAC GGAGAGAGCC GGTACGTGTT GAIGATGAAG TIGCGCACAT CCTTGTACGC 120 

TTTGOCCGTC TTGAACCGCA OCGAGTOoTT GAAAAAGTCG GGCAACGCGC GACGCTCCAG 180 

CTCATGGATC TOGTTGAACT GGAACCACGA GGCAAACGAC GGCACGATCA CGGGGTGCGC 240 

CTGCTIGGCT AAGAAGGGCG C03CCTIGIC CTCCAATTTT TGCGCCTCCT GCTCGTAAIG 300 

GATCTTQQGT TGTTCCTGCT GCT3CTOCTG CTGTTQCAGA TGTOQCflGCA CAGGTACAGA 360 
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TQCATTCAOS CTGCCOJKJr TCOOCGAOGA AWXCTTCCA T03CCAGCGT TCTCAATA1T 420 

OCCJVTCCTOG ACATCCATP3 QCTOXTCAT OGTTATAAAG AOTATOXAC GCTACTFTOC 480 

CCX7TTTAATA GCTTTCAAAC CCGTCTTOGC TCIGCTACCC CQCTTAAVIC CACACTOGTT 540 

TOTUrrriCC WDCATACCX^ AANTriTAAA ACCCATTTTT CCX^TATCCT 600 

cogtttggtn os^saaattt gaaaoccai*: cctotoctcg cosaaaam^? tn?ttatgga 660 

ctxxxttgcc wictitcaat cggtoccctt naocaao^tt ttjoococcc a^nansvt 720 

caattn33ic cttoggtcnc rttccctinr taaatigaaa aaogttoccc tttgaaaatt 780 

aacxxngcoc rottcccocc ganaaakut titttgt 817 
(2) im-urmation for sec id no: 444 : 



(i) SBJMi: OiARACTERISTICS: 

(A> LEM7IH: 759 base pairs 
(B) TYPE: nucleic acid 

20 (C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA. (gerxxnic) 

<vi) ORIGBJAL SOURCE: 
25 <A) ORGANISM: PAG1323RP 



<xi> SECUENCE DESCRIPTION: SEC? ID NO: 444: 

30 GMCBGnTG CAG3GACCAT GACOG33CG GGOGACGAAA GCAGCTCTOC TTO3TACACC 60 

TCCGTQCAOG O30TCAACAC GCCCTCGCAG OOOGAOGACG ACGAGGAAGA OGAAGATGCG 120 

QCACCGTTTT ACATCCATCC AGATTTGAGG ACATCACAGC TCTACTTTGA GAAGATGATC 180 

35 GATGAAGAOC 0CCTO3COGC OOOTGTTAAG COGGTCTTCT ACATTAATOC GTATGGAGAG 240 

GAAATTTTCC CTGTOGOGAA CTCTCCGTCT ATOCAOCAOC TCAACTGATG CGATRTOCTT 300 

GTGTATroCA TO33GTCCTT AATTAOGAOC TATTOXATG GTGATCCTCC GGTACTTO03 360 

40 AG^TG^TCGT GCAAGGGAAG ATGAAAAAAT GCTACTGGTC fOTJCAATCA AID^JCNAACC 420 

TCOGATTAGG C0333GGGNT TNTTTTTTTA ATTTTAAOCC CCCTTTG333 TGAOCCG-NC 480 

NAAAAAAAAG Q33GCTTTGN NNNlTTTm' IN30XXX3C CNOCTNTTCG GMAGimnT 540 

45 TTTTCTGGfC C033GGCOCC CCNNN0G3AA AATNTTNUC AAAAGGAAGN ATITNCOXN 600 

NAM333GAT7T TTTTTTNTTA MOAAATNNAA AAAAAATUffJ TTCOVTTCCC NNAATTIN^J 660 

I>HTTTTNM 1 JrJ CTNITNCaGN TTTGNAAOTT NAOCCCCCNC NAT^RANTTITJ ^7TTTTTTOCC 720 

£0 CO00GOOCCC CCCCJ33>INI\N TNCNl'l'l'ITI' TTTOWGATN 759 

(2) INFORMATION FOR SEQ ID NO: 445 : 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 834 base pairs 
55 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
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(D) TOPOLOGY: linear 

MDLECULE TxTE: DMA (genome; 

!vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1323UP 
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[yd) SEQUENCE DESCRIPTION; SEQ IDKO:445: 

GATCCGTTTT TCCAATATTT CACCUIUL'IG TAAATCAACA GTTGAAAAAC AATGGCGTGC 60 

TTAATCGACG AACGCAGCAC AACCAGCAAT AGQCTICGAA GCCGTIOCAG AGGTGATATC 120 

CCAAAGITGC TCGAGCACTA GAACGGACTG G31CATD\TA TAOyiGGTAG TAAGAAGTGG 180 

GTAGAAGGAA Q33^ACTATC GTACAGCGCG GGOGT33AGG CaGGGACOCC GCAGTGGGTG 240 

CCQ0TCAT3G QCATQ33CAT ATGCGGCAGT TCTACGAGTT GGTTTACAAC CGGGGGGOGG 300 

1X3333ACGTA GAD3TTTACT QCO33AO0TG O03333CACG GGA03CTTGA CXXGAQCAAT 360 

GTTtTIGTOCA CGCTAGTGGA GCTCTAOCAC TO3ATTCCGG OCGACATTXC GCKMTAAG 420 

AGGCA1TCNA TCQC03GTGG CTGWTCTGA bOJAAGTTGG ACCCM33AAC CTCATTGTIT 480 

TGT33CNAGA ACACATOCCC TTGTTt37TCG AOCCACCCGA NAATTAAACC GCCCCNCCAA 540 

GACNACCCGC CCTCOCOCCN GNXGTITOG C5TTTJM«CCA TmTTCCGGA CNTCCAAGAA 600 

NmACTNGC ACOGNCGGNG GCACCDOCGN 03GGGCACTT NITTCAACNC OTTKXXCCC 660 

NXXXCCCTT TGAAAAANN3 TT333333GAC 033TTC333T OCCNITCCOC 720 

CCATTCNATT TTTNTITANA >I^3>ftCCAAC CCGCCTOCCT TJtfCO^CACN CAAANNTNGT 780 

TTJGTTAANCT NXCCNTIAT 1UINXC0CC CGNCNCNI7C TCGSACOCGN CNGT 834 
(2) INFCKMATICN FOR SBQ ID NO: 446: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 785 base pairs 

(B) TYPE: nucleic acid 

(C) STOAKDeCNESS: single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: CNA (genomic) 

<vi) ORIGINAL SOURCE : 

<A) ORGANIS*: PAG1324RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:446: 

GATOCTACCG OGATGCAOGA CGCATACAAG TATATCAGGG ACCTTGCCGA GGAAAT333A 60 

CATAAAATTG AAG3ACCAGA TCACAAITGG TCGTTCCTTA TCATAGCCAA GATATAIATA 120 

TATATCTGGG ATAATTACAG CGCTTGGTAT GTATACCTCC TACATACAAA TACTTACATA 180 

CACATAAATA TAATACAOCT ACTTGTAAGG CGAGAAAGGT TACITCTQGA GAGCCATTAG 240 

AGACGCAACG AATGTCAAAA TCAACCTCQ3 0333ACTICA TIGATATCTT OV3GAACCAA 300 
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O^GATTAAA GCACCAAGTT TTCTCGOGAT ACAAATTGOC AATTTAGCGT TTCCATW7IT 360 

CICTICCTCT GTTAC33CCG G3^TAACCA ACTCATAATC CACATATOCT O^AOZTAAIC 420 

OTITCAATAC ATOCAATAGG AAATGGGCAT TCCTCAACGA K3CATOXTG GAAAGACATA 480 

TCCT3CTOGA TrnXCACOC TT03CftCTIG ULT1UUULUC ACTTTAGATC TGACATCTGA 540 

ATNCTCTACC AAACAAACTN TOAGGANATN TGTTTOACA^ GTI TIL'ILCN CCTCACTGCC 600 

AAACTAAAC? AZ*37TCACAC CTTTTTTQCNT CCCCAATIOS AACCCCCD^J GCCCOXCAA 660 

AAAAACTTNA ATICCCAAAT TCAM^COCTO TTTOSITICC CCOCCAATNA NCNINAATTT 720 

OvNCCCOTTffJ CTtX2*XC03 NM3AAAOCCN TCAAATAACC OOCCGAATAC CITOJIKXC 780 

CGAAC 785 
(2) DEFORMATION FOR SEQ ID ND:447: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 866 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: sixigle 
(DJ TOPOLOGY: linear 

(ii) MDLECULE TYFE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1324UP 

(xi) SEQUENCE INSCRIPTION: SEQ ID ND:447: 

GATOTTAAAG AGGCTCAGTA TGCAGAG3CA GTrTCCAGAA GAAGACAGGC TG3GCTTCGA 60 

AATCQCTCAG CTO0C3CCGI QG1AAGAGTOC GCAGATOAA3 CAACACACAC AACAGGGCCA 120 

GCAA^rGCCG CTGCGGOGGC CGD3CTGCAT CCTCGGTOCC CCTEATCAAC CGflGCAGGGC 180 

GTCGTOC^CT GGTOCA03DC AAAAGCGCGA CTACGACTAC TCCGTGTTCA ATOftGAGCAG 240 

CCTCCTCACT GAGAGCAAGA TAGACCAGEA CTTGAAGAGC GACOCCGCAA OGCACAAACG 300 

CGTATTCCAC CGCGACCCTIO OZCACGACGA CAGCTACCGC C0CGACTK3C AOCOXTOTC 360 

CTGCGACAGC TOGGAGGAAG GAAGGGAGAG OCOCGGCGCG COZAGPGCGC OOCGTIGAGA 420 

ACGCOCCGTT TOGTOGCKN AC^^TCCCCC GCANAINCNT CCCAGAAAAA ANINITTCGA 480 

ACAC3CCGCC COXCGCCCC COI2AGAACC TCOCNTTfcX GAACNTTf*4A AGAAGAAINT 540 

1NCCANITTG CG*OXTNCT TG3ANAATGG TX3330CNQCT TNACNAAACG CTAGGTTGNC 600 

(XGCCGAAAA hOCTTIGCT TT^AOCGCAlN CTTOCCNGAA AGANAGANAG NICCCCNCAC 650 

TITINCGCAA TiTlNJTJCCC CGCGANAAAG GTTCCOGTTN ANCOGANGGG NC33ZGCANNA 720 

ANAAACCTAC NCANIT1NAA CATIOXCCC CNl'J'JTl'INC AAAAAAGANA ATGNNTTTTr 780 

CACCNTGACA ANTGATNM7T TTINTGAAGG GN3GNAGTAC CCCCCGCTTG CCIT7ICCTOC 840 

OCTTftGANCT NCNATTTTCT TTTmr 866 
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;2) INFCFMATTCN FOR SEQ ID ND:448: 

(l) SEQUENCE CTiAPACFERISTTCS : 

(A) LENGTH : 749 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDELNESS: single 
<D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: DNA (geixinic) 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1325RP 



15 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 448: 

GATCAATGCG GGAGTGOCAA AAAGCGACTC AAGGTGAACG TGTTTCAGCA CIGTIGATGA 60 

TO3GGGGIGG TCATTITGCC GCMZCATCG TATCTCAOCA ACGCATAGAT ATCAGTOOCA 120 

20 ATGOCAAGAG GCAT33AGAA TCGTTACAGG AACAGGOCGT GCACTTTCTT GAGCACAAAA 180 

CGTTTCACAG ATACACCAOG AGGCGGAAAC AAGGAGOTTC ACAATCGGTT ATGGAIAACG 240 

CCAAGGGGAA AGCAAATTCC QCM3QCTCTA OGCTACCTAG ATACAATGAG G03XATTAC 300 

25 GGAATGACGT TCAQ^CCIG 1TAAAGAAAT Q3AG3CCATA CTTC3GAACGC TGCGAACACA 360 

TAi'J'IM'JJC GGCCAAAAAT G1TGCQGACA G3AGCGTATT C2TEACGGAA AATACCCCAT 420 

TGAOCAAGGT TAGACCCGAG GATTCGGACA TTOCCATTCA CAACCCGTAG ACCTACCACA 480 

30 AATGAGCTAA GGOGAQCAIG GIGCGAGATA ACATACTTGA AGAAGACATT GAAGCCCAGC 540 

CATCACATCG GAGCGGCATA CTCCTAAAGC GACAAIGATO CACTGCCAAT AAQCGACGTT 600 

GTACGCAACT 7AACCCCGN3 C20AAACCTTA NCAGSAACGG CTIUTTTCTT TOSATTCNAG 660 

35 OCCCCNM^/T ATTCCCTNTT CNAAAANCNT NTTItXOCAA CCTCTTTTEA AACOOCCOSA 720 

AAAANNTTIN AAAOCX>3CNC CCCOCCCCA 749 
(2) INFORMATICS FOR SEQ ID NO: 449: 
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(i) SEQUENCE CHARACTERISTICS: 

<A) LEN3TH: 801 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genonic) 

{vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1325UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 49: 
GATOGIGOCA TGTCTGATGT GGTATTTCGA TOD333GCCG GOIQ33AGTC CCAGCTQ3AC 60 
TAC32AATCA AGGACGAAOG TGAATTTTCA GOCOXCTAG ATACTGPCAA GJ3GTGCQCTA 120 
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CCCtXXGAAA AGAAGTCGCC CIOCCGCACG MXXJTOOPiJC CTOGGCCTG3 AGCAGGCGGG 180 

AACAACACGC CGACACGCCT ACCICTGICC AAQTTCTITG TAGGTGCGAA AAACACCAAG 240 

TTCA^3CCAG TGATGCGCTC TG033ATTXC CCTATCGCGG CAGGCAGTGC CGCTICGGGC 300 

030CACTGTG CGCTATICGA TA//3ACACAG ATACMGAOC CACTGGTCAT CAACAAAQCC 360 

OTIGACGACG AAGTCGAAGT TCnTCTTCGAT CCTATTTIGT CAAAAAAGCT ACGCCAGCAT 420 

CAGAGAACAG GTGTTGAATF CATGTATGAC TCXXHCCGGG C*3CTCGCAAG GTCCGAGAAG 480 

GACGALGATA GAACAG3GAT GATCTTQGAA TATGATAGTC ATCTCAAGGG TITTTCTCTTC 540 

GCGGACGAGA T333ATTAGG GAAAACA1GC ATCAOGATTC CTCTGATCTC GA03CTACTG 600 

' 5 AAGCAGCATC ODCAGSCCAT CGTCIGTTOC DAJGCICCGC AAlTGGGGGG TTTGGTTTQC 660 

AGGGTTriTT GCeANAAATT CTCNr33TAT CODCGGGTGA CIUT3ATTGG CGAcTGSjAA 720 

AAI-GATTK3J CO\IA2N32<!N QDCGAN3AAT AAATTOGAMT CTN3AWCCN ATTOCNAANT 780 

20 ACCCCCCAAA ANAAAAAATG N 801 

(2> INFOPMATICN FOR SBQ ID NO:450: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 774 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrciic) 

30 <vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1326RP 
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(Xi) SEQUENCE DESCRIPTICISI: SBQ ID NO: 4 50: 

GATCGAATTA AGTCAGATTT GATIGCGATG OTTACTAACG AACGTGCATT GTCAGACGGA 60 

CCGAATCAG3 TACACATTGA AACTCGTGAG TOGCTAGTOC AGACAATCAT AAAIGAAAGT 120 

TGTGGCTOSA CCAAGGGAAC TQCGA7GGCT TAAGTl'iCTlG AAAACACTCA TGQGTOSICA 180 

AAAATCAATC TAT1GAGTAT ATAGTATATC AAAACATTAA ACCAAACTAG GOGCCC?GAA 240 

TATK30CAAA ACATK3CACT GGAGTATIAG TATGCAGAGA AGTAGCAATG GGCC<3CTAGC 300 

TGGTTACGTG COOTGACGG ATGAC3TATA GAAGCCCATF AATCATCTTT TAGIGACAGT 360 

AA3ATCAGAC ATTAAATAAC GTATCGAATT TTAG333AGA AGTCATCACA CTTGCATTAG 420 

TATACCX32AA TAATTCGCGG ACCACATCAG TTAATACTO3 GCATGGTTTC 1AAAAAGCGA 480 

AfidCGSTTC ACATICAGTG ' lUlTHU CAA CATAGATGTC TCTCCTCATG CTOCITCTCE 540 

GTTGAATAAC CATGCTTLAG TAOXACCGT TOTCAGTATT TO3TAATTAG TTGCCAGACT 600 

CCTITATAAA GGATGftTCCG AATATGANCT TCCA3TAACA TTCCCN33AA AANANATITG 660 

CCANCCGTAN ATATTTTCCT GCCAATIGAN ACDGTTICrNT GAACCCCTNC TK3GGGNCCN 720 
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GCTTCCCAAA AMTAANTTC CCCG3TNGMT N7TTTATAGG TNCNAAGAAA AANA 774 
(2) IJIFQRMATION FOR SEQ ID ND:451: 

ii) SEQUENCE CHARACTERISTICS: 

(A) LEtUTH: 779 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1326UP 

15 

(xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 451: 

GATCAACAAG CGOTTCOCGC AGCTGCCGGA GAACCTC03C CICAACGOQS IGACGTCGAG 60 

20 CG3CAAGCCG CGGCTGTITG TGTGCCACAC GIGCACGCGC OOJl'VLXJJJC GGCAGSAGCA 120 

CCTGATCCOC CACAAGCGGT CGCACACGAA CGAGAAGCCG IA1ATCIGCG GCA3CTGCGA 180 

CCGGCGGTTC AGCCGGCGGG ACCIGCTGCT C03GCACGCG CACAAGCTGC ACGGGGGGAG 240 

25 CTGCGGGGAC GOXTOCTGA AGAAGGGCTC GCCGCCGCGG CAG333CTGA GCCG3GCGGT 300 

«33CCGGCGC AAGAGCGCOG AG333CTOCG G3033CGGGC AAGCCACGGC GGCGGCTGTC 360 

GTTCTCTXG CAGICCQ33G AGAGCTACGC GTCQGKJOGG CCQCGCAGOG CO33333033 420 

30 CGAAGAAGGT G3AC7TK7ICG ACGCCGCAGC TGCTGCCGGT G3ACCTGACG CAGGAGCCGT 480 

CGACGTTCAC (KirKia" G03AACGGTG GTTGCAGGAC GTGAACAOCC TGTCCGCGCT 540 

GGACGGACGO CX3GAGGAGGO GAGCTOCAQ^ CCXXGTCGOC GCTGICGTGG CAG3CXZA03C 600 

35 ACACGCOGTC GCKJTTTOCC CACCCTTCCC N3TTGGCCGT CCTEACGOGA ACCTGCTTGN 660 

OXnTTOX CCGAATTGCA GGTT0GAAG3 GCTTWCCCCG CGNG03CNCN CCGCCCCCCC 720 

03CATCCCCC OCCGIMCCC AAAATITCAA GITAACCCAA NAACAITCCC TnUTOXT 779 

40 (2) INFORMATION FOR SEQ ID MD:452: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 763 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
45 {D} TOPOLOGY: linear 

(ii) MOLECULE TYPE: ONA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1327RP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:452: 
GATCCAAGOG TCTGGAGTAT GCTAAACGAG CGTCTCATGC CAGGAACAAC: GTATTATCTC 60 
(7TTGAACGCT GTCCTCGAGC CTOGAGOCAA ATCTGACCGT TTTTTTGCTA GAGCATACCC 120 
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GCTAAACAAC 


AlGftCAATCA 


TTAGCGOGPC GA'IULL'ITIi: 


180 


s 


ATCTICTAAA 


TICATQCCTC 




TCQGTP30D3C 


ATCTAGTOCT OCCOXC3AT 


240 




TATAT1UJJG 






03D3CTAATT 


GACGGATAAG G^GCTGTGTA 


300 




CCTTfti-ITiU 


ACTATTTCTT 


TTCAGAIACC 


AAOGAZ7AAG 


GT7TGATTCCA AGSGGTACTG 


360 


10 




TOGttCAQCGT 


AGTTATOOGA 


GIAACTO3GC 


AATCTCCTAC GXaCTTTCTCGG 


420 




GGAGCGGAGG 






OGAOGCCGGA 


Q^ICftCGAftG GAGCTCAACA 


480 




TCCCCAft3Gft 








GTACGACTTC CTTAATGTGC 


540 


IS 


CT330333GA 


CG£OZAQ3CG 


AGCXXATCOS 


GACCCCGACG 


ACAOCGACAG CTC&GGACOG 


600 




OGCCGftCGGA 


ACIGGAAAflC 


CAAACCQ33S 


AANGOGCDCN 


AQ33CN3NGG A>I2AAMGNCG 


660 




GAA#3333GA 




OTACOJCIGT 


1X3XCCNCCC 


CCOCGGT7CC GANTTTC333T 


720 


20 


TQOCAAAATC 


CCCTCCTGaC 


TTNCAAACCT 


NGTG«GINNA 


AGT 


763 



(2) INF3RMATICN FOR SEQ IDNO:453: 

(i) SB3JEIJCE CHARACTERISTICS: 

(A) LENGTH: 794 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEXNESS: Single 
CD) TOPOLOGY: linear 

(ii) MQL3CULE TYPE: EMA {genonic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1327UP 



(xij SEQUENCE DESCRIPTION: SEQ ID NO: 453: 
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GATCOGW33C 


GTCGCTGGflG LUIUL'ILTIU TKLTCICUUI' 


GCTTOGCTAC OGCOGACTK5 


60 


QCAGOOGCGG 


cocrocTGAG cgtcicatac TTQCTOcerc 


dflCTTGCAr GGnrnTiArc 


120 




ACCAACTGOS ACAACAGCAC OCAQCAAOGG 


TTOCATTTAT ATAGTGTCTA 


180 


CCHGTADGAT 


AGQGGACTCA 'I'CUL'IL'IUUG A1GOGTA1CT 


A3T7ICATTOC GGAAGGTTCT 


240 


CGAAADGAAA 


AGCGCCaCIC GCTCTOGAGC GACAATflGCG 
GACCCGATCC CTOCABGAAG ACCGAAUGCT 


AACCACAATC iVGSCAATAGT 


300 


GOGCGTO3GC 


OGAOOGATT CTTGTOCQGG 


360 


OGTCAGCQ3G 


TAGC03GGCT LUJUs'lWIUS CCGAGCCCOG 


ATATOCGATG GCACCOGflTC 


420 


GCGATGTGCrr 


COXGCTCQ3 GATTAATCTA GCTCTTCOGA 


GATATOCTTC TGTAOGflGGA 


480 


AGAQ33CGTA 


G3GAGAAGGC CK33ACQCGG GCTT333GAG 


CTCTXXAACG TTG03333GC 


540 


GTOGCGCQUT 


MGQOGCGGC ACACCQGGNA AATN3JOJQI 


GANCCIMGTN CXCTCCNTTC 


600 


CNCCCCCCAA 


ACTTGOGGGC NnNXQCC CGAATNNCAA 


OGNNGNXCC NAAATCCTNA 


660 




GGAAW3NNTT GGOCINTTGA NlGAA^NNSCtf 


OGOGTINAAA mCCCOGGQG 


720 


TTTO0GOXC 


CCGAAAANGG GGATAAAOCN OGCNACNACC 


rmxiAAAJu uLurrionT 


780 



<WV.ir> nM6129A3 I 
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TTTJCCCCCAN ACNT 794 
(2) 3IFOKMATI0N FCB SEQ ED NO: 454: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 757 hase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1328RP 

15 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 454: 

GATCTCTTCT GCAAGTTTCT TTATCGGAAG C0CA03ZTCT GGATTTOCTT TCICAACACC 60 

20 AATGGTATTG TCTTCGATAT CAG2GAAGGA C03CTTCGAA TTTTGCGCAC CAOGATATOG 120 

ACTCTCTTCA TTATTTTCGT TATTTTCTOC ATCACTTTCG CITGCCAAAG AAGAAICCAT 180 

CGCACCCATT ACATCGAATT CTTCATTAXC ACCTICTCCA OCTGTTGTAG TATTTCGTIC 240 

ACGATTATTA TCCTGTTGCT TA2TX3ATTGC ATCACG3CCC ACAC33CTCA TTTGTATCAT 300 

QCTAGATGTA TATGGGACAT AATCCACCTT TICCAACAGA GGAODGAATC GCTCAACCAA 360 

GTATTGATIT AAAACCAQ3A AGTK7ITTGT ACTGACCTCG GCATATTOCT GATCTTGCCC 420 

GAAACGTGZC GAAATTACCT TAAATAAGTC GAGCAOGCAT GAGTT330CA TOITATCAAA 480 

GTAAAGATTT TCTTGTAGCA GCTGACAAAT TGGATCAAAA AGATCTTAGA TATGAGATAG 540 

TTGTGATAAA ATTCATCATT TACAGCCACG ATACCCTTGA TACCCGAACT OCAGCCAGCC 600 

TTAACTGTAT AATATGGATG GTTCCATTAG TTTCCAATAG TCAATAGATG CCATTTTCCA 660 

ATATMAACCC OCCTTGACAG CATAATATCA GrTOCNTGTT NTNATAATOC OCOCATTTTA 720 

CCAAACCNX fO^oTTGATT rrxCNNOCTC CACCCCT 757 

(2) INFORMATION FOR SEQ ID NO: 455: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 794 base pairs 
<B) TYPE: nucleic acid 
<C) STRANDEENESS: suigle 
(D) TOPOLOGY: linear 
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(ii) MDLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1328UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 55: 
GATCGGAGGT ACATAAGTGC TCTACCGACC AACCCCGCTC TOCATGCATC AACCAATGGA 60 



752 



EP0 866 129 A2 



15 



20 



GTIT^AACAG TTCfldTXCG AOZAGOCCGC G3TACTA3AT CXX3GAACTCA TO33CCCA3A 120 

OTTTOXTAC TCGCT33ATT: 7iATTGATQ3A CCTAGCAQGT CTTTXtGIGG aXAAGTCGT 180 

CGTO33CCAT T33333XCG CACA033SAA GAAAAAfTTIG CTKJK5CTAT GTQ33nCIQ3 240 

CAAXAAC03C 03CGAT33CT T03TTOCTGC ACG3CACTTG 033CTCTTCG CXnATCACCC 300 

TCTC33TCTAC TO3Xa3XC TGTCGGOCAA AC2GCCCTIC TACOCACAOT TK32CAAGCA 360 

(XTACACTIC GTCUUIUJU." CflGnOCTXTTC CGA03333KT GACIGGCGTG CGCATCTK3A 420 

OTCAOGIGAC ACOCTCTGCG TTGTOGATOC GCICTTTOOC TTTTCnTIC OICCCCCGCT 480 

GCOCGACCCC 1T03CTA02A TK7TCCCAGA GCTCAAACGC CAlGflGGMG ACATCCCAAT 540 

TGTCGCTG3C GACATTCCCA GIX3GTT03GA CGTTIGACGC AGGACOCTCA OXCTICAGA 600 

OTATCCACG TGTOCTCAIN TCTCNTGAAC GOCCCCCAAA WXTOZTOCC TOCACATTC 660 

AMCP33TCT TTEftCCNCCC ATTANTTTCG GNS^JoTTKT ATOCtNAANC OXN3XCGN 720 

ccrccNicrr tttanpocni ccxxxteatoc "rasNXcwic canantocgt titigaottg 780 

CCATTCOIIN ATCT 794 

(2) INFORMATION FOR SSQ 3D NO: 456: 

^ s (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 176 base pairs 
{B> TYPE; nucleic acid 
(C) S7RANDEDNESS : single 
<D) TOPOLOGY: linear 

30 (ii) MOLECULE TYPE: DNA (gencnuc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1329RP 

35 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:456: 

GATCCCGTAC GCGGTCC7GC ACTTCGGGTT CTTOXGCTC OXTTC7CGT TOCCGTIOST 60 

GQCGGTGTAC GIGCAGTTCA AGAAG3CCQG CTIT7IGAGTT AAGTAGAATA TAGICTAATG 120 

CTAT32A033 CCQOGGOCCG COCOCCOCGC QOOGGCOCGG TCAOOIGACG COGAIC 176 

(2) INFORMATION FOR SEQ ID NO: 457 : 

(i) SEQUENCE CHARACTERISTICS: 
45 (A) LEN3TH: 176 base pairs 

(B) TYPE: nucleic acid 

(C) ETTRANDECMESS : single 

(D) TOPOLOGY: linear 



so 



<ii> MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1329UP 



55 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 457 : 
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GATCCtOCGTC ACGTOOCCGC GCCOOJ3C30 03C033CC33C CCCXO30CCT GTATPOCATT 60 

AGACTATATT CTACTIAACT CACAAGCCOG OTITCTTGAA CTGCACGTAC ACCGCCACGA 120 

ACOX^ACGA GAAC<XCAGC GOGAAGAACC CGAAGTGCAG CACOGCGTAC GGGATC 176 
(2) INFORMATION FOR SBQ ID NO: 458 : 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 767 hose pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAGT330RP 

20 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 458: 

GATCTTGGAT TTGACAITGT CAATGGTGTC AGAOGACTCG ACCTCAAGCG TAATAGTITT 60 

25 CCCTGTCAAA GTCTTCACAA AAATCTGCAT ACCTCCCCTC AAGCQCAACA CCAAGTGCAA 120 

CGTAGACTCC TTCTGGATAT TATAGTCGGA CAACGTGCQG CCATCCTCTA GTTQdTACC 180 

CGCAAAGATC AAC03CTOCT GGTCTG333G AATSCCCTOC TKJICCT33A TCTICGATTT 240 

30 GACGTTGTCA ATGGTGTCAG AGGACTCGAC CTCAAGCGTA ATAGTTTTCC CTGTCAAAGT 300 

CTTCACAAAA ATCTGCATAC CTCCCCTCAA CCOCAACACC AAGTOCAACG TAGACICCTT 360 

CIOGATATTA TAGTO33ACA ACGTGCQ3CC ATCCTCTACT TQCTTACCTG CAAAAATCAA 420 

35 GCOCTOCTGG TCTGOGGGAA TGCOCTCCTT GTCCTGGATC TTOGACTTGA CGTTGTCGAT 480 

GGTGTCAGAG GACTCGACTT CGAGTGTGAT TGTCTTTCCC C7ICAAGGTCT TGACGAAAAT 540 

CTOCATACCA CCTCICAAAC OCAACACCAA GTGTAAAGTA GACICCTTCT OGATATTATA 600 

GTC03ACACG TIQCGGCCAT CCTCMWITG CTTACCCTGC AAAAATCAAA CQCTOSTNGT 660 

OCTG333SAA TGCCCTCCNT GTCCCTGATT CTTCTJANTTT GACATTGTCN ATG3GTNCCN 720 

AAGANTCCNC TCAATTNTTG AN1TICTICC C02JCAG3TN TTGAANN 767 
(2) INFOPMNTlCti FOR SEQ ID NO: 459 : 



40 



45 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 794 base pairs 

(B) TYPE: nucleic acid 
SO (C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencroic) 

(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1330UP 



754 



EP0 866 129 A2 



w 



15 



20 



25 



30 



35 



40 



45 



50 



55 



(xi ) SEQUENCE DESCRIPTION: SEQ ID ND:459: 

GATCAGATCTT TTKJTOCTAG TACGTCGCGA TAGTACTAAA ATTACCATAT QCXTATCAGC 60 

ATTATACTAA CTAGTUTTGT TTTQCAGIAA GCGGTAAACC ACCCATTACG CCIGTTUTAT 120 

CACCAGAATC CAAATXGTT TTTGAAAAGA OTTTAATTGA GCAGTATATC GATGA02ATG 180 

G33I»GAC0C AATCTCCAAG ACAAGCTTGA CIAAGGATOC GCTAATTGTC ATTGCCCAGA 240 

CACCCCAGCA CTACQCGCTC GCAAACQCAG TTAACTC33C TACXXTCAAC CCCAATTACA 300 . 

OCATCCCCAA (XTTCTGTCA ACACTACAAA ACGAATCOCA TCOCGIGATG CTCGAGACAT 360 

TTGAGCTGCG GAGTCAGCTG GATA.TOTOCA AAAAfiGA3CT ATCGTCAGCG CTGTACAAGT 420 

GCGACGCGGC TATC03CGTC GCO3CA0QCG CGAAACAGGA GAATGATGAA CTCAGACACA 480 

CGTTTGACCGA COCTGftCGGA G3CAGKXJX GGOCAQ3CTG CGGATGCCCC GCCCCTTCCA 540 

QQ3GAATTGA TTAOCOCGAT Q3CAGAAACG CACAAGAATA TGTQCAC3CAA ACGAAAGAAA 600 

GAAGGAAATG AAAGCCAGGT AGTGACGGCA TTTGCTCCTG GAACAQCCGG TCCAAACGGG 660 

NTGD3AOGTC AACCGGTTTT TTO3TTACCC GITIWnOS TTC033AAAA ANAATTAKCT 720 

NNCTTTTTAA OCCAAAGGCA Q3Q0CNIWrT GCTGAACAAA AAGGGTTTTT GCTNTTMNIAA 780 

AATIN3CCNC TNAC 794 
(2) INFORMATION FOR SEQ 3D ND:460: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TO: 776 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1331RP 

(xi) SEQUENCE DESCRIPTION: SEQ ED *K):460: 

GCATCATTCT CAGGTATTAG AGATTGCIGA TG33CACOCG CTITTICTTC AAOGAATTCG 60 

ATCGGAGGCG CCTCTAGAGT TGAAAOGA0T TTATTATACT CACCCATTGC TACAAGCATA 120 

TAATCAATAG CCGCAGCOCA ACTCIGAAGA TGATCTAAAG AACGAGCATC TCCCTTTTCT 180 

CGTAGAACAT TGAGAGCGCT TOCCTCTATA ACTICATGCT TATAAGTGGA AGCACTCGAA 240 

ATAACATGTG ATAAAGGTGG AGAGTTG3CC AATGIGTTCA AAGCTTCTAA TTCTGAAACG 300 

GAAATTAGTG CATACCCAGC AOCTGCAGCT TTATTCTTCA AATGATCGAG AGAAGGTGAT 360 

TCG3CTACTG TTCTCAAATC CAGAAGAACG TICGAATCAA CGATTTCCAA GTTTCTTTCA 420 

GATQCATGTT TCTTGACGAA GZCTTCATCT CQ3CTCTCCG TATATCTGCT TCAACTCATC 480 

CATAGTAATC AOCftGAAATG ACAATCCATA TATO^TTCTT GOCTITCGTT TGTAGTTAGT 540 
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CGATQGCTGG ATTTTCCCAT GGTAGAAAGA AGAATATCGT CCTCTTTCTr TTCAAACAAC 600 

AAATATCATA TOCCCTTOGC TTTCTCCIQC CAAAATTCCA AAATTAGANA TITCINATCC 660 

CCTTTAATAN TICCACATGT TCCCAATICC TOCCA1JJANA TNACTGTCTA ACTGTTTGTT 720 

GCNNATOZAA AAANATTCCT TCCTNTCCCT TITCOCCANA TO CTCCTTIW CCAGTC 776 
(2) INPORM^TICN FOR SEX} XD MO: 461 : 

(1) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 808 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencntic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: EBG1331UP 

20 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 461 : 

GATCGTGCGC CTGCTCCACG AOCGGCTGCC CAACTJCCACG CGCTCGGACG TCGCCTGCAT 60 

2S CAAGAGCTAC GTCTACGOCG ACGQ3CTGGA CGAAACCCCC IGGTGCGCCT CCCATGCACG 120 

COCtCCGGAC TCOCCCGCGC AGTCQCAG3A ACGCCM3GGC ACGTGCGGGC CQ3GOGACGA 180 

CGAOCTGCQC ATCTICACGC TCTCGCAQCT GCTGGAG3tfT CAGTCOGCGT CCGAAGATGT 240 

30 CATCCCCGAT AGCATGGATG 033GCGACGC" GGTCAGCCTG GO7IOC0CGC AGCOCCflGGC 300 

^333CTCICG CA3CACAOCT TCTCCCCAGA TTCCACGCAC GCGTCGCCCC TIGSCGCCCG 360 

CTO3TTA&CC CCCTIGAOGC GCOCQCCOGC CrCCCCACTC CCCGTCOGCG TCTACACCGC 420 

35 GDCCGCCTCC OCGCTTGACT ACAITCCCGA CAGCAAGGGA TGAACOCCTA CGTCCTCCAG 480 

03CCCCAGCC AOOCCOCCAG COCQXCICC CTGNITGAAG GTttfXJAAMX CACCCTNCCA 540 

AAANTTTA03 GGIN3NGOCC CNG33CCGCT CAACCGNTIG QJJIVJJNPA AANCOr7D33 600 

40 CGQDGTNNCC OCNNCTTTAA QOCG3CNICG AflCNCM3CNr NTTTOGOGNA GGoTTTOCAN 660 

ACNCAAACN3 IT^M^TOXXX CCTITTTICT TCNAANAAAG GCCINTTTOT GICNNT2CCG 720 

CCN33^N33N AATITTTJITT TCT3333CTG NNCCCITPGA AAfiCNCOCNC N333^1JN3 780 

45 GOGAAAAAAA AAOTTTTTTT CCNTf-JGGT 808 

(2) INFORMATION FOR SEQ ID NO: 462: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 762 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLBTULE TYPE: ENA {genardc} 

55 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1332RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO:462: 

GATCTTITAT CTTCCITTAG ATrTTTIACAC CACTICTATC AlCTTATATC 60 

5 

CAGAATAATT TX^CAAGAA GGEACCXJTCT AGTGAACOAC GIGATTTCAT CCCGGCGTCC 120 

AAGGTTCATG AGICATTACT GAAAATGAAG CAGCACTATA TCGAAAATAG GTTOCTCGAA 180 

J0 CTACAAAAAC TTCATCAGIT AXICTCTAAA GATAACGTGA ATTTnCCAA AAAAA7GATA 240 

AATGTCGAAG AAAGAAGAAT CGTAAATCTT CTAAATGACC TAGAIGATGA TG^TAACTTT 300 

ACTTTTGAGA CTCJICCATAC TAATTTTOTG AATAATGAAC TATTCATCGA ACTACATGAT 360 

, 5 CACAAGTCAG TGATATCGCG CGTTTGGACA TTAGATACTG CGGAOSATTG CAATCGCATG 420 

AAGAAAAGGT TACGACCATA TACACTCAGC TCCTO3ACIA TTrCAGGCTC AAGTKGHXXA 480 

ATATTGATGT AGATOCAACC GCCACTA3GA ATTTOAGTTC CGAAACTCCN TTGANCAGTG 540 

20 TTAOCTCCTT ATTGTCrTTTG TXACNZGAAT TGA2CCCTCC AOTTTCGGAT TCTOGAAAAT 600 

CGN33AAAAC CNN0GAAANT GCNGAAAAAC CTAAAANAAG GAANAO0GTT AACN33SITN 660 

GGAATGTCTA TTGGGGGGGG CXX*JNANCTT TTAAAGM^JC TITCm33X- AANANNXNN 720 

25 NCTCCCNTNA AANrnWIC OCO-TTiTiAA AAANTTNTCT GG 762 

(2) INFCKMATICN FDR SEQ ID NO:463: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 798 base pairs 
50 (B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

35 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1332UP 

40 (xi) SEQUENCE DESCRIPTICN: SEQ ID ND:463: 

GAT CrriTI C AGACGCAGTG TACTATCGAT GAAGCATATG AITATTATAC AAAACTTCTG 60 

T<XGATACTA TTGCATTAAA CXXGCTTAAT AGAAACGAAT TTTTGGAAAG TTGCGACACA 120 

4S TTAGAGATGT ATGGAGTCGC TTCTATTGAA AATGGCAAGC ATG3CAAAAA G3CCAAACAA 180 

TIGGTAAAAC TGATCAAGAG TACAGTTGAT GAAAAGGAGT TCCATGATGA AATATGINAG 240 

ATOGACTTGC TTAAGAAATT GATAATATAA AACGCTACGA GCTTCAATAT TATAATACGC" 300 

50 ATTCCATAAT TTATTACATT AAATTGATAT AGGTATAUTT TTCTTGGAAG AATTAATTCT 360 

AATCATTTCC ATGTCAAGAT ATO3CCCTCT GIGTTAOCTG CGGATATTTC GACTCTTAGT 420 

ATATCTACAT ATTTTGGCGA GCCATTATTT AAACTCGCCA GCTIGACTCT GGACCCAAGA 480 

55 GCCGIAATGG CAGCAGCTCT TCCIGAGCGC AATTTCTTCC AGCAATTGAG GCAOCATGTG 540 
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CCGTOCTTTA AT1CCW3CAC ATATAAO^SA (XGTCCCGTC CAATAAOCCT AACACAATTA 600 

TTCCCTTTCT TVCCCATCKT CTnOCGATA CTGGACATTC CCTGAAATGC AANTTTAACA 660 

AGCCTTATAC (ZAGTGAAATC NIUCGTITIG AAANAT3ZCN TOCCAATTTC AACCCGTGAG 720 

GTOCGTAACC TGAAGTTTTT TIGAAATTIC AACCCCCCCA ATNANTNTTC NTTTTTCNAA 780 

CCCCATGCCT '1GTJCNCT 798 
(2) INFCRMATICM FOR S2Q ID NO: 464 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 138 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
(D> TOPOLOGY: linear 



(ii) MDLECULE TYPE: DNA {genomic) 

?0 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1333RP 



(XL) SEQUENCE DESCRIPTION: SBQ ID NO: 464: 
GATCACCGOG TGAATATGCT GCTTGGCATA GTTGATATAC ATTGTGAGAA AGTGCACCGG 60 
AACGATGTOC GMJVCGGZCA CATCGGCGGG CTIGTQCTCT AGGTAGAGGC TGGICAGGTG 120 
CTTCGCTAAT TCTGGATC 138 
(2) INFORMATION FOR SEQ ID NO. 465: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 137 base pairs 

(B) TYPE: nucleic acid 
•35 (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) M3LBCULE TYPE: DNA (genatric) 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: PAG1333UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 465: 
45 CATCGAGAAT ACCCAAGCAC CTGACCAGCC TCTACCTAGA GCACAAQCCC GCCCATGTGT 60 

C03AG7CGGA CATCLT1UUG GTGCACTTTC TCACAATGTA TATCAACTAT GCCAAGCB3C 120 
ATATTCACCC GGTGATC 137 

so 

(2) INFORMATION FOR SEQ ID NO: 466: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 766 base pairs 

(B) TYPE: nucleic acid 
55 (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 
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(ii) MXECULE TYPE: ENA (genarxLc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1334RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 466: 

10 GATCATAATC CAGTCGCTGT OGAGATACTC GACAGGAATG GACGTCAGCG ATTTCGTCGA 60 

AGAGCGCCGG AAAACCTIGT OOGTK33CTC OGGCGTTOOG GTGAOCGTCC CGGGCGG03T 120 

GCCACGSnC GACTGCM3CC GCGCAOGCTT CCOCAITATC TOSTTCATGG AGAATflXEA 180 

f5 CGATACT33A CGCTTCATCA TGCAC.Ti.TAA GGCCACAACC T033CO3IAT CATGOlUJX 240 

CCGCCGGCAC CCGGCCACCC GTO30XCCG CPGGfiCMTIC CCGAA^CGGC CTCGTCCTAA 300 

CCGACCCTCC AGCATATACT GGTTCACCTG CACGCTTTCC C03CCCCCTA TCASXX3TGT 360 

CGTCITTTGC ACCAGAACCA TCTOCACCAG CTTO1TKEAC TCCTCAAATA AOXTGCGTA 420 

TGTTACTGCG TCCCCGOCGC AACCGCICCT CCCCAACACC GTGTCCGTCA AACG&GAGCT 480 

GCTAO03CTG GAGATGCTGC GCAGCA/GAG AGACIGTCTC CCTTCATTGA ATITXACGAT 540 

2S AGTAGG3TAC GAACTCATGC NCCCTATGCC CTACACCATG NANCTG3T3T CTATTGTTNN 600 

TCN3GCCGCC NATNNCTGTT CCAACTNTTN TTANCTGGGC CACNl'ITi'lT TNIt<3TIGCC 660 

CCCCGAACCT CCTTCCCTTA ACCAATCCTG OCXXNCTTTC N2AACAGGAA ACCTTNIGAA 720 

CACTTICOOC NAAANGTNQC GAANAAAAAN TITTTTINAT TNCCCT 766 
(2) INPORMATICN FOR SEQ ID NO: 467: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 796 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



20 



30 



35 



(ii) MOLECULE TYPE: tl&. (goTcmic} 

(vi) ORIGINAL SOURCE: 
40 (A) ORGANISM: EAG1334UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 467: 

45 GATCCK303C Q3CTCCGGOG ACCCG3ACAG C3XGCCGTC (XCMTCTCC AAAGCGCGTC 60 

CCCCOXGGG <XCCCGGTGC G033XTAGT C0333CTGTA CAAGTOGCCC CGAACAAAAC 120 

GCTTTTCCAC ATCACTCTCA ACQ33CTGCC C033ZCTGCG CAGTACTACG OCTOGATOOG 180 

SO CGCCrrCTGGT GATCTGTOCC QCGGCQCGOC orCCAOCOCC CCCGCGT33C ACGTGTTCGA 240 

AGACGCCGTC GCGT3CGPGC CCCCCAOCCC GCTCQ3CGCT G*VXTCTGCG CGCCXTOCGC 300 

CCTCTTCGTC CCGCCGCTCG CCGT3CAOOC OCTGAICGOC (JXX33JTTCC TCGTOGGG3C 360 

SS CGACCGCQGC CA03CGCTCG CCGG03CCGC CGCUOXLLUC GTGCTGGCGC GTP0330032 420 
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CGCGTGGCAC- AACGACAAGG TCX7ICTGCGC GK3CTVCCGOZ GACACGCTGT C<3C=OGAGCG 480 

CO3CTCCG0G CGCT0O3CGA ACATCGCATG AACTGTATAC TACATACCTG CTAOjriUIG 540 

CTCGCGCCCC CCQCCAAGCG CIT^ZCTCCAN CCQ333GGGC CCG3333XC TICCAACTCA 600 

GCCCQCXX7TG Q2CCGAAAAC OXCTTCCOC AACQCCAAN AAT*rXAT*C 660 

OCNTAQPOJ CCCAW72ANC CAACACNITC NICAAD333T TOhTOGCOOC CXXX3XW3C 72C 

ttctccggtg rrmrnTr ccogannait Mrra^iuccrj cosmrcozN ccttattttg 780 

NNNXCCCCC CCOCOC 796 
(2) INFORMATICN FOR SEQ TD NO:468: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEM3IH: 791 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MTf JXTULE TYPE: DNA (gencinic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1335RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 468: 

GW33CAACQ3 AGGTGGCGGT Q3TATCAAA3 GTCTHjIEGT CGCTATCTCC ITll T JU ftGCT 60 

- 30 TTT033^rTT IGrajTCTIU CTITTCnTGG X33JTAP03T T03000000C GAAATCACAT 120 

C<2GTG03CG OGATTCCAGG TCCQDCAAGT TAATGGGANA CAC03COCCG CTCflCCATAG 180 

TGCTGTO33T CCTOCTATGT GATTGCGftCC CAAACGTATG GTC03CCCTT Q3GITGTCAT 240 

35 TTTCTCaflOGT TOTTATICCC TC0333CCAC TAAAACTGCG CCTACTCTGA TTCTCTC7ICA, 300 

GTAAD3CAGA GTAAGACACA CGCTTGCTTC GIGTGAGCGA TAGTGTGCGA CATAAATTAC 360 

TATCCG333A MCCNINCCAA NTTTAAOCTN TGNNAANAAA ANACCCAAAC TNTTTCAAAA 420 

40 CCCAAANTTC NATITM333J NCNGAAAATN C03tfIT033tf AACCCCOCGT NNN033GITT 480 

AAATG333TT TCXZAAAAAAA ACa^JDCANT TTTCXXCCCC <XCCCNAAAT TNTTAAAAAN 540 

f^XTTTTAAA AWOTMOTr NTGTGGNGNC CCCCCCCCCC CCCNAAAAAA AATCCCCCCN 600 

45 AAAAAANCNG GTNITITCOC CNTN33333G AAACCCOCCC NAAAANNCNN /OniOiANN 660 

NW3333CCC CNrECCCCCN ANCNCNNTGG TNXXXXCTT TNANAAAANG OCCCCCAAN 720 

CNTTTTTITN M^X>iM>PJNAA AACMCCCTTT TTT^lTJCCaX CCXXT-J-JAAAA AATTTTTNm 780 

50 NlYvNTTITIN G 792 
<2) INFORMATION SEQ ID NO: 469: 
(i) SEQUENCE CHARACTERISTICS: 

(A) L£NJGTH: 807 base pairs 
55 (B) TYPE: nucleic acid 
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(C) SlWsNDEENESS : single 
<D) TOFOLOGY: linear 

(ii) M3LECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1335UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 469: 

GATCAGAXAA WfflGVQT TCAGCQ3CTG ATC^GGGCAC TGCTICCGAT AJ&'IU/IUC 60 

TGTACCAGGC TGATAAAATG TGACACTATC ACCATAATGG UJl'lWAGCT GGATACGATG 120 

TGOGGATGZG GATGGACTGT TCTGAACAAG AGGTGCAAOG TGOGAGOCCC ATAGT33SAA 180 

ATCTAATTAA CXJEATTTACA TATCAGTGGC GATGTGTCTA GGTOCCOXC ACCTCGATTT 240 

CCTGTCACTG GACAGCGCOO TCATATAAAC ATTATTCTT? A03GTnAAA CTTOCTTTGT 300 

C03GTIGGAAA ACAAOGTOC: ACACTAACTA AAJCTAACTC GAQCCAGCAA CCAACTATGT 360 

TAAATAAGCC GAACAGTTTA CGATTCCAAG CGCACGGTGG AACOCCCCAA GGOOCCGCTC 420 

CNANTCNTTC CCTTACAAAA AGGGAGGGGG GCCCTACCAC TACOGAAACC ATACNGGTIN 480 

NAAACAAOCC NAAbCOCGTT TTTCCCCCCC CCAAAATT7«A ANANIGGGCG CtXJCCTCNNC 540 

^rJNATTK?r^ istintnan33 gganaggrcc occooccggg <3^>ogntcc ccccnnpcna 600 

AAACCANNAC CCCCACCCCN ANAAAAAM33 GGGGGGQ3GN O^AACNCCCC GATTTCTAAA 660 

AAATTTAAAA ATTNMN1NCAA ACCCJ-IAAAAC G3XJTCM\CN TNCCCNf*>M3 AAAAANSTTT 720 

TTGTNGNNNA CANCCCCCAA CNNTTNTNAG NNN2OCGNN0 CCCCAAACNN AAAANTTTNC 780 

TM3NAN3GGG AAOCAWICCC CCCCCNT 807 
(2) IM^ORMATION FDR SEQ ID NO:470: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 782 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) topology: linear 

(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1336RP 

(xi) SEQUENCE DESCRIP1TCN: SEQ ID NO: 470: 

GATCATGTTT AACCCAGATA CGAAAACTGA GAAGCTAGAG TG3VTAGAAA AGCTGCGAAA 60 

ACTAATAGAG CTCAACAGGT TTCACCAACC ATGGGTTAAA AAGTTCTTGA ATAGCAGTGA 120 

GAATATTCTC TGAAGAAAAG CATGACCACA GGATTACATA GAGTAACTTT TGTCCAAAGT 180 

TTATCTGTAT GIACAATTK: AaTTTATAAA 'iTl'lAAAflGT ACTC033CAA AATCOXACT 240 
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TGGTA<XGAT AA03CACACT CGACTGAAGT CCATCCAGTA CATAAACATT ATGTCAACTA 300 

CTTACCATTA TT3DCATTGC CAGATGAAGT ACCCAIOTIC TOGTGATTCX: CTGACCCATT 360 

GTTACCACTT GCAGCG^CCA 0JTTIO3333 AATCAJTXCA G3AAA03SAA A033CQ33AA 420 

ADCXXTGAACA TO3GTQ3^AT ACCCAT033A. AACQCCAGOC Q3CT33332A GAGAAOCGTT 480 

GflTITTCTTC COXAAATTG AACTTCTTTG GTTTNCCNN'J CCCCCCQXA AAAANCTTAA 540 

COT3JTCCCC CN3CCOCCNN "^XCCCAANC TTTCCC^IhriG hWTTrCGAQ^ CCXCAAACCC 600 

CCCCATAH7T TltJCTOXOZ 033C7TTWTN OXCCNGCGA GACCCCCCCC CCCNTTGK^ 660 

^7^^^[TACccc caoxisjcccc ccoxcqgaa anccngtntt aaaaaatncn aanaannitjt 720 

Q3CCCCCC3C CTCCO0G3QG CTtXXNTATA CCCCCCQ3W GTAAAAINNC NAAGN3GNCC 780 

CN 782 
(2) INTCRM^TICrJ PCR SZQ ID NO: 471: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 793 base pairs 

(B) TYPE: mcleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) M3LBCHLE TYPE: ENA (genomic) 

(vi! ORIGINAL SOURCE: 

(A) ORGANISM: PAG1336UP 

(Xi) SEQUENCE EESZRIPnON: SED. ID NO: 471: 

ATCGCCATTT TAOGGATCAT CCCGATCACC ACACCTCCGA 03XCTTGTA GAAAQZCAGC 60 

AAGCCCTCCC COCTXJEAGAT GITOXCCCC GTC03CAAAA AC0CAG033G C7ITO3TGCCC 120 

CCCTGTAGAT CT0CATGO3CT AOCTTGATCG TOICCAATGG GTC02AGCAG 180 

AOD32CTCAA ACAGGCXXXXT GGTCCCGCCC GCAACT&33T TCAO33D0GG GTTGGTAGAT 240 

TTCTTAGACG ACATGTGGTT ATCAQ3GTAT G3CTGCTGGC ACACIGCGCT OCACQ^TCC 300 

GCTACOCTTC T337TCG03C ACCTATATAT ACAACGGGCA C05AC03033 GO0GCCCOCA 360 

CCITGTCTCC GACCCAGCOC CAATAGGAGC TCGCCCATAC CCCC033CGA ACC03GTGAG 420 

TCAACCCOX CCGAAGCGCG GXCAATCGA AOCGTCACGT GAAAAGCAAA GACTTAAAGT 480 

ACTATGTAOC TACACACTTA G30CTCGGCC ATCTCGCGCA GTCTGCGGAT CGTQGAGCOC 540 

ACGTCQCGGC CO^GCCGTG GAGACGTCJIT ACOCACCACC 032CACAGTC NTCCTTTGCA 600 

O^FACTTGCA NITCOCAAAN rtCCGNAGCG CCOaXTTCN C032CTTCTT TQCCCCAAAA 660 

AGAACATCCT TACCAACTTC TTGTTGCCCT W32ACTTCTT NAACCTGTTT CO^XZAOGAA 720 

NAANCCTAOC CULUXXJJl'J' TINCCGNNAA TCCNACCTTN TTOTITJCTTT TACCATTTNT 780 

NTTNAAAG33 TC*J 793 
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(2) 3NFTSMATTCN FOR SEQ ID ND:472: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 767 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MCOCULE TYPE: (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1337RP 



(XI) SEQUENCE DESCRIPTION: SEQ TD NO:472: 

GATCTTAATT TAAAATTTTA ATTAACTATT TATAATITAG AAAXATATAA TCTAGAGATA 60 

TATAATCTTA AAATCATAOS TAAAAATACA TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CAIAAGrTAA TIGATTCATA AAGAAAAATG GAATTATTTG TG3CATCTTA 180 

ATTTTTA.TTA TTTAATTGAT TATIATCTAT TTAACATAAA ACATTTTAAA ATC7ITATAAA 240 

ATAAATAAGA AATTACTTAT A3AATATTTA TTAAATAGTA TTTAATTTAA TTTTAATATT 300 

AAATATACCA TTTTTATTAA TAAAXAGATT ATTAAGTTrA TTAATATIAA GTGATATATA 360 

ATTTAA'I'ITA TATAAATTAT TTAATITACT TCATTGATAT ATATAATTAT TAAATGTACC 420 

TTTCATAATA TTEATTTTTA TTACTCTAGT AATATTTCTA TITAATAGTC TCOCTTTAAT 480 

IGGATATTAC TACCTACTAA ATATTTACCT AATAATATAT TATTAAGAAT ACTTAAATCT 540 

AATAATTEAT TATCTAAAOS TATATAAATT AATTAAATCC TTITTTATrA TTATTTAAAT 600 

TATTATTAAT AGTAAATTAT ATTATTTATT TTATTCACCA TAATTTJTTT GATNATAATA 660 

TATCCITTNN TAAAT0333A ATTEATNAAT AATTANCTIC NANGAATTTT AATGAANAAC 720 

CCOCNITAIW ATAAAATTAG TTAAM^ra^ LOCAAAANN CCNATCA 767 
(2) INFORMATION FOR SEQ ID NO: 473: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 799 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LT3A (genciruc} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1337UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 473: 

GATCAATTAA TAAATGGTTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 60 

CTACCTGATT TIATTGAATC AAATAATATT TTCTTAATGA ATACTACTAA ATCATCATCT 120 

ATTCAGTTTA TATTAAATTC AOCACCTCTT ATTCAITCAT TTAATACTCC TCTAATTCAA 180 
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TCTTAAAATA TTCTTAATTA TTAAATTATA TAATAAAAGT TAGTGGATAT AGTTTAATTG 240 

GTAAAACATA TGT7T7AGGG ACATATATCT TCAGTTCAAA ACTGAATATC TACATATTAT 300 

ATCATTAATA TAATAACTCT 7TAATTAGAG TQCTACCACA AGAATGCTGA AAGCATTAGG 360 

CC7IGTGTACC TTAOCTCTCT AATTAAAGTT ATAAAATTAT CTIAACTAAT AAAAATAATT 420 

AATTAAA7AA ATAAATAATT AATTAAAITT AAAATGTTTA AAAAAACiAAA TAAATAATAT 480 

GTTATAnTA AATAGATCAA AATTICAACA ATTTCCATTT CATTTAGTAC TACATCAQCA 540 

TGACCAATGT TACATCATTT AGTTTAATAG QGTTTACTAA TAACCTTTAN CCTTTTACCA 600 

AANNANN3GT ANTANIN3GA AAAATTATNC CCITAATAAT AACCTTNATN AANNNATTJ/T 660 

ATATACCAAA AJ^rmTTSAN ATTTNAAAAA ATATN3GCCG AANCWOvJTA TTTP3N3TAN 720 

CCCCCNCNTA asXXNGAAAA AAM37TTACC CXTKTTTOCCC CNTATWTGN NngCCCNAAA 780 

ATAAAAAATG I^OICCCCAC 799 
(2) INFORMATION FOR SEQ ID NO:474 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 771 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRANDELTIESS: single 

(D) TOPOLOGY: linear 

Ui) W3LECULE TYPE: ENA {gencmic) 
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(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1338RP 



(xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 474 : 

CATCAACCGC AACCCGTCAC TCANGTCCAG ACCGTTATAG AC^3GTCGT CGATGGCACT 60 

ACAAGGCCGG CAAATGCTTT QCTTATGAAT AGCACGGTTG AOSTGATAAC CGTTAAGGAA 120 

ATAGTGAAGG AGACAGTTTT CGTGACTGAG AAGSTGACTA ACTAACTCCA ATGCAAGCAG 180 

AAOGCTTTCT GTCTTTTTGT CCAAACCTAC CTGAACACCT AAACTTAGTT ATTACAACAT 240 

GAGTTTTATT TACACAGTAG OGTCOCACAG CCACAGGAAA TATCCAAAGA AATTAOCTTT 300 

GCCTTGATAA AAGATATTCA TCCCTATTCA GCCACCCCTC TAATACGCAT TCTCTAGAAA 360 

CTTCCTTGGC TTTCATTTTA AATCCTCGTG CACCTCGTCC GTAACAGTGT CIATAGTATC 420 

ATTCCGTATC ATTICTGAAT GAAGTAGATT CCATATCAAC ACTICCTTTG GTQ3AAAGCT 480 

CATTATTCTG AGCAGTAATG CCTTCACCTC TATCCTGTTC CAACATACTT TTTTTAGCTG 540 

CCCGGATTAA CCTCCCIGAA TICCCTTACG ATCCAGTCGA CACCCATGCC GATTTATCAA 600 

ATT7ATCTGT CCTTTAAANA ATTTTAAACC TTTGACNCOC CTA'ITATTAT TTTTTAGCNT 660 

ATCGTAATGC TGCCN3ANCC CCCNAANGAN ATG333TTTT CCNTATTANC CTTTG3TTCC 720 

CCAANTTAAA ACCCNCCCCG C^CCCCCCCC CCCCCCACCN GSTGGtlANAA T 771 
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(2) INFORMATION FOR SEQ ID W:475: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 796 base pairs 

(B) TOPE: nucleic acid 

(C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1338UP 



(xi) SEQUENCE EBSCRIPnON: SEQ ED WO: 475: 

GATCAGGITT TCCGGTACGT GAGAACGTAT CTAAQ3CACA AAGGGCTTTG GGCGACTGTC 60 

CGGA OJLT1U AGTTQCNAGA TACAGGACAA AQCTGTTACG GCCOCAACTG GTOCANCACG 120 

20 ACCAGCCGAG GAGCGATICT G33CGAAGCG ACGGTGAATT OGAGCCAGCT GGTX3CAGGA 180 

GT3CCGGATC GICTATTTAG TIX3CGAOG3G CGTCGGAACA GGATGCACGT AAACGTTGCG 240 

GTAACACGCG ACGCTGACGC C^033CTGCT ACGCCGATAG CACGGGAGCG CAAACGACC33 300 

25 CAGCCCCTGT CCCCAGAGAT GICTTCACCA CTCCGCGGTA GCAAGCT3CA CCGO0GGAAG 360 

CNSACACTTG AGCOCGGTOC AGTGGGACAC ACACG3TGGA CGAGCTO3CC 420 

CCCCAGCTG3 AGCCCGGCIG CGAGCAGGOG TCC<y>OCOGA AGCCGCCGTA CTCGTATGCG 480 

30 GT3CTGATCG GCGITGCGAT CCTACAGTCG CAGGAGGGCA CCTGACGCTC TTCGCNAAAA 540 

TACCGNTC^IA TTTCCNCCNT CTCCCCTTAN TAACCQC3TGT TTTTAACCCG G3GTTO3AAA 600 

ANANCTICCG GACNACtTOSTr TWCTTAAACA AN3GTNTTGT TITAAGGGGN Q3WMC00CC 660 

35 TCAAAGGANG GGCCT1TIQ3 AAAATTAAGG G33CCNITNA N33333CCTC NCTIWXAA 720 

AAAGQ333AA TOATTTTONG CGCCCANATT TONCAAAAAT TT7INCANTAG COaGNCINNG 780 

r^AANTTTTTr TCNCTT 796 
40 (2) INFORMATION FOR SEQ ID NO: 476: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 764 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS : single 
{D> TOPOLOGY: linear 



(ii) MOLECULE TYPE: DMA (genome) 

(vi) ORIGINAL SOURCE: 
so (A) ORGANISM: PAG1339RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 476: 
55 CATCATCGCC TTTAGGCCCA TOTCAACCTT GCCCGCACCG ATCAACTOCG TCADGTCGCA 60 
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OGGGTTCGTG GXXTCGflGCA QC3CAKSOTC CACACCCTCC TOCTGAAAGT AOXCrTCGA. 120 

CTG3CCTAGA AAAATCGCAA TOTOSTATCG COCACOCTOC CAAnCAATA G3AATCAAAC 180 

TTITXTAGAC ATCTTO3GTC CALfX'UUOX AGCTACACCC CATTCCATCC AaXTCATCA 240 

GCCGCTTTAT ATACCGCTO3 GCCAAAGATG A77TCAATACG GTTCCCAGAC GQCTACICGA 300 

ATACCCGTCG CX3XACATOT CCGCX^CTOG AT3XATGCG CCAATO33GA AGOC'lULTAT 360 

GTGACATGTA CTAACAGAGC AGCTTCCTTA TOCACTTATC GAQCCAAAAC CAACATCTOC 420 

GGAATCACAC TTGACGGAAT C033CCCCAT GCGCAGCTO: TCGAAACACA AATOCAOCAA -380 

CTAATAGGGC TCAGIGGTAT AACGGCUCAT CGCICTCTCA ACGCCAAGTC CCTCTCTGGG 540 

GAAAACATGT GATCACGTOC TACATATTCA ACCCOCGTCT TACCICATAG CICCGCATGT 600 

CCTOCCCTGA ACKJITCCGA OCTTCCGTCT TCCNGAAANC CTCATPXCT TOCTTTAATT €60 

CCCCCTCTOC NTCAftXATG TNTCQCCCAT TTACTTCCGT TOCTTTTTTA TTTCGTGCAT 720 

TGTTTTINDA AAACNNCCTG TEAANTTAAAT NCOJTCATTN TOGA 764 

(2) INFORMATION FOR SEQ ID N0:477: 

U) SEQUENCE CHARACTEPISTICS: 
25 (A) LENGTH: 778 base pairs 

<B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 
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Hi) MOLECULE TYPE: UNA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1339UP 



35 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 477: 

GATC^XGCA TTTGTCGATA GTO3CTTTCA TTCGAAAAAT CCCATCATTA CCATOCTGAC 60 

TATAOGTCTA CTCACCAACG CXTITTGCAAA CAAAGACTOG GOCGTTAACC TAATGTCGTC 120 

40 IGCOCCAATG TATAACTCGA TATTT33GTT GAXTGATOCA GACCACCCAA CTIGTCCTCC 180 

TAAQCAAC/&C TCA1CACTGG CCGTAGCAAT AGCTACCCTA ATATACAACT ACTCAGTGTT 240 

GGTAGTAAAA GA<^AACAACC ATGACATCCT A3ZAATTGTT GCAGAG3TIC TAAACAACAA 300 

45 ATA033CTCC TCTTCCTTTA TCCTGCGGAA CGAGGAG3CC OCATACAGAC TCCTTGTTGC 360 

TTACGGAAAC TIAAGTACT3 1GGAAQXAC CTTCGCACAG TTICCTCCTT CTATCTCA3G 420 

GATAAGGAAG CTGAAGAGCC AGTATG3CCA CATATCGAAA TTCCAG3ATA TTTTAAATGA 480 

5<? TATTTAAAGA AAQ3TGTACG TATATATCCT ATTdTTCGA TCOCTGTCCC GAGGCCTTCC 540 

CGGAAAAATG GTCAAAACTT CGCTCTTTGA CACACAGCCT TTCOCCTTCA ACAGGATAGT 600 

TTGAAG33AC ATGTPCTOTT CACAAMCTT GAACCMGGT ACKJ7P3JAA AATTTNAANA 660 

55 TCTTTICTCC hTXGAAANCN ANTTCINCGG AANTTAACGG GAAAAAAANC CCOCTCNNNC 720 
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CITINTCT.ftN TAACCCCCCC CACGNTTNTG ACCTTCMTT TTACAAAACC TITTTNTT 778 
(2) mFORMATTCN PGR SEQ ID ND:478: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 766 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: INA (genomic) 

(vi) ORIGINAL SCURCE: 

(A) ORGANISM: PAG1340RP 



(xi) SEQUENCE DESCRIPTION: SEQ 3D MD:478: 

GA303CCTGA TATCGACAGG CACITTTGTA TATTAGCAGT ATTCTTGACG £GATAATGCA 60 

GTCAACTCCT ATAT^GAAAC CQ3AT2CACT GGTAAAAAD3 CAAATCTAGG CAATTATATA 120 

TTAC' lC ' l ' lLT CGACACCACT AACTTCTCGA TAGCGGCATA TCTTGTAAAT TTGCATACAC 180 

crm cccAA CTTTCAGTGG TCTCGTTGGC GTACTTTACA TGCATCTTGG CCCATTCCTG 240 

GAAGMZAIGT GTGATACAAA ATTGAGTCTC CTGGAAAATT ACAAATTCCT CTAAAATGCA 300 

CTTTCTAATT AGCCAOSACC TGTTTAGTTG CTCAGCAATT GHXOTrrTCT CCCOITGAAT 360 

TGTCTGICTG AGTTTATCAT ATTCTGCACC TTTAACGTCC CGATTACTCT OCATAGATTG 420 

AAGTTTGTCC ATATTTATTT CCJCTCTCCT CTGCAAATGT GCTATGTTAT TCCCCGCCAT 480 

AATTTTATAC CTATCAAAGA CCCCTTCAGT GCTATAATAA TATCTATGAA CGTCTTAAAC 540 

TTCACCGATA GGTGTTCCTC CACTTCCTGA CtXTCCTTTC TTAGAGGTAT CGGCCACCCT 600 

A2TGAGA3GT TTTTGATAIN NTG3AAATAT GANATTTAAA TATCNTGAAT AGT33CTCTT 660 

CCTATTGGGT ANAANTGTTN OgGAATTATC AA>T^ATTCC TOCATCACNC N33CA?¥3CAC 720 

CGXXGTCCT TCNAANACCT <X*OTTN3CC CCGTND37TT NNNftfJA 766 
(2) 2NPCRMATICN PGR SEQ ID NO:479: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 790 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEX^ESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1340UP 

(Xi) SEQUENCE DESCRIPTIGN: SEQ ID NO: 479: 
GATCTGCTGT ACCTGAATCG ACTTTGTCTC CTGAAGTAGA AATGTAATGG CCCCTTCGGG 60 
AATACATAAC AAACATA3CG G*GACAAAAA CAAAAGCGTT AIACACCCAT CTGCCGTIAC 120 
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ATCIACOG7CA CCTCCTTGCA GAOCAATAAG OCTTCAAGrT AAATATAGGC TAGCTATAAC 180 

ATATTATGTC GCTAAGAAGG (XXAAATCGT TCO^AXCGCT TAAGAATATC CCTGfiGGTGG 240 

CCAAOXCAT CACCAAO30C aXCCOTKX" CCCTOCTTOC GTl'iLaGGGC OCTGGUClUi' 300 

OZACATGTCG CTQCTTATCOC ACCACCX7TOC QCACAGIOCA CAATAOOOCC AGTAAGGCGC 360 

AGACGAOXT QCTCTCGACA C<X5AAGAAGG AGAGTOCGTT TTCCGCAATC AACCTGAAG3 420 

CCTTGCGGAA CGAGTOCCGC TCCCGAGGCT CAGOSTCTCC COXGGAAGT OGGATTTCAT 480 

CGAGCGCATT CJICGACTTCG ACCGCIGGGC AOXGCGGGA CA033CGGGC 540 

GTTCCACAOC CCGGGCACGA GCAGCGCCAG CGTATOG03C CCGTGGACAA CX7ITACCATC 600 

oxgacatcg carrraACAG aac^aoccc gtcccacacc ctgagaaaaa ctacatactc 660 

OaGANTCCNT CNITGTNCCN CCAAGCCGGT mXXTCOX GITACCNATT (XNAAAAGAT 720 

TTTIOm GAACCCANGA AGAAACCACC CGAACICCCA GAAGGGGGNT TTT^ANXC 780 

AAOCGAANCT 790 

(2) IMDRMATICN FOR SEQ 3D NO: 480: 

<i) SEQUENCE CHARACTERISTICS: 
25 (A) LENGTH: 765 base pairs 

(B) TYPE: nucleic acid 

(C) STRANTJEDNESS : single 

(D) TOPOLOGY: linear 
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(ii) MDLECIJLE TYPE: [M (gencmic) 

(Vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1341RP 



35 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 480: 

GAICACATCC GATGCGAAAC TOSTATATTG TTTTCCCACA ATGATGAAGG TGAGTGTGGG 60 

GIAGCAATIG TCOGCJITGAC CACTCCTATA GOXCGC5XA TGCCCACGTG ACCAGAAATT 120 

40 TGCAATGTGA TTCATGATGC AAATGGAAAC OCX^TCCAAG TTTCACAGTC GCAAAAGAAC 180 

AGTTGGATCC TGACAAGGTT CTTCTGTTAG GCAGCTCTAT AGACACTCCG GITGCTGTTG 240 

CIGCGGATGC AACGAAAGTG TCCGCCCATG CTTTACTCCA G3CCCTTTTT ACCTCTAACG 300 

45 AAAGTGAAGT AACICCTGGA TGTATTACCT TTCAGCAAGT CAGAAACCTG AOCAGGTTCG 360 

ACTAcrnrr tattgapgtc cgtoctgtct c^tatttga aoctgitagt cocacgaatg 420 

AGAAACTTAA AGAATAATAG AATGGGGAAG ACTCAAAATT TACCOTTAOC ATAAGACTCA 480 

50 CAGACTTACT CGACTCGAAC GTTTTOGTCC CCACITTGTC CTGCGAGTCA TATACAGAGC 540 

CCTGTATCGC GTAAAACACC GGATGCGCTA CAGCAAGGTA CTCGCCTACA AGACAACACC 600 

CTACGTACGC CGTTPCACAG TATGCAAATA ATNGAAGGCA TTTCCICCN3 ACTTTTTAGC 660 

55 NAAAtOTTFT ATNCGAACTC ANCtXIGTCC ATACTTTATT CCCCCNANCC CN3TTTTCNA 720 
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aaaancagng aaccatacna tgcgtttaat aaigaacntt cacnf 765 
(2) infopwation for seq id no:481.- 

(i) sequence characteristics: 

(A) LEM3TH: 810 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1341UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 481: 

GAOCAGAGTA GATTTAGTAA AGAGGTAACC ACCACTGTTC CAAGAAGTCC AGGGCCTTGG 60 

CTIGACCAGC ATTQSTAAGT GCTGT33CTG GAAATTTOCA CITAAACGGT CIGAGCTCAT 120 

CTQGITCGCC AAAGACCTAT GAAGTTTCAA AACACCAACT TIGCTGCCCA TICTATATTG 180 

AAAToTATGA CAGATGGCAG GTGCCTTACC GTACACTGTT TIATTGGTAA CTG33TCTAC 240 

ACCTTTCAOG T1CAOCTITG CCACATOGAT CAACATAGAA ATTAAAAGAG AGCCAACCrT 300 

A3CC7TGATA TIGTGCGGCC AAAGAACTTT AGACTCCICA AITIGTGTAT riCTAAACGT 360 

GGTmTGCC CTITGGACCA GCTICTTGAA TTCGTTACTA TTOXCCTAA CTICCTTAAA 420 

AATCGATTTC TCACICTTCA ATAGTGCTTC CGATCTGTAT TCCATCTCGA CAGCCTTACC 480 

TATAGCCAGA ACOGCTCCTG GTTGITCTCA TACCTTCACT GAOQCCTCCA GTTAGAATTC 540 

CAAGCCTTTA CCNATTCCCC AAATTGTTTA TGAANACACA TITCM2CTNG ANINACCCCA 600 

AATTGAAATT AM33SGNCTT TTOCAT^OCCN TGAAANAAAA IGTiJSftACGG NGTTTCAGTT 660 

AAGCCCATOT ATCACTNOGN ANCATTCNNN AAAAANXTT CCCOCCTCCC TTTTTAAAAC 720 

033ATCTTNC CAAAAAACCN CCCCCINAAT GAACCATTTT NCGAAANCCG CAACCCCNNG 780 

OCCTOCCGN CTANATTeCN GCAANNCATN 810 

(2 ) INFORMATION FOR SEQ ID NO: 482 : 

ii) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTH: 759 base pairs 

(B) TYPE; nucleic acid 

(C) STRANDEDNESS: single 
{D> TOPOLOGY: linear 



(ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1342RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID WD: 482: 
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GATCCTGATT TTGATTTCGC CATTGCTGAT GTTAATOZAC TCSGTGCTGA TGTCCTAIAT 60 

ATCCASZATG AATTATCCTC GTGGIATATGC GCTATCTGCA TTCAACAAAT AITJIXjCTOGA 12 C 

CAATAATATC TCGAATGCGA CCGTOZACXTT AGATGTCTrC ACTTGTA.TGA CG3STOCAAC 180 

aTTCTTTOGA CAGCTOCCGG ACTCCTACGG GATCATATAT G?CA^GACTC AAGGTGATGA 240 

ATTATIGGAC GCATX3JTCAT CGITCGATTA TGTCATTACA ACTCftKCCA ACW3CTCACT 300 

GCCTCCTGTT ACAGJCTACA AAT033AGCG CAlCCAAfiCT ACTGAGGOCT TTGACUGCTT 360 

CGACCTTAAA ACTATACCGG AAATAATCAA CTCAGAAGTT GCTAAGOGAT TCCCTATCTT 420 

AAAAGATGGA ATACTCTCTG CAGACCTGCA AOCTGTGAAG GCTG3ZTTCA CAGATGTGAT 480 

CAQ3TOCPQ3 CATTCAGTGT ATACATATAA AAGAGTTG&3 AATTAATAGA ACCAGCGCTC 540 

CGCTTACG3A CAGTTTCCAT ATAAATATTT ATTTATTAAA CTrAAAAGTT CTGCGAGTIG 600 

AGGAG3AATT TGACTGCT33 AGATTCCGAC ATACTGAAAA CATAAAGTOC ACATTTACAG 660 

GATICGGCAG TTACTTGATT CCCCNTCCTN NMCXTTTAAAT GCCTGATCMA ACTINAAACA 720 

TCCTA3TGAA CCCCCTTIGG TCWTCGAANC AAAOTNEAA 759 
(2) INFORMATION FCR SEQ ZD NO:483: 

<i> SEQUENCE CHARACTERISTICS: 

(A) LEM7TH; 802 hese pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) lOLECULE TYPE: DNA (gencrnic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1342UP 

36 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 483: 

GATCXXJ3CAG GCCGCGGAGC AGCAGTCGCG CGCCTTCAAG GAGGCCGCAG ACTTCGGCGC 60 

40 CATCATCCTG ACCAAGATGG ACGOGCAOGC CAAGGGCGGC GGTGCCATCT CCGCGGTGGC 120 

CGCCACGAAA ACACCCGTGA 1CTTCATCGG CACAGGCGAG CAOGTACACG ACTTCGAGAA 180 

GTTCTCGCCG AAGTCGITCG 1GTCGAAGCT GCTCGGCATC GGCGACATCG AGTCGCTGCT 240 

45 GGAGCAGITC CAGACCGTCT CCAACAAGGA GGAGACCAAG GCCACCATGG AGAACATCCA 300 

GCAGGGCCGC TTCACGCTGC IGG^CrrTCA GAAGCAGATG CAGACCATCA TGAAGATGGG 360 

CtXGCTGTCC AACCTCGCCA GCAIGATCCC CGGCATGAGC QQCATGATGA GCGOCATCTC 420 

50 CGAGGACGAG ACCAGCCGCA AGATGAAGAA GAT33TCTAC GTGCTCGACT CCATGTCCCG 480 

CGAGGAGCTC GAGTCGG^CG GCGCTCTTCA TQ3ACGAGCC CGCCCGCATG CTGCGCGTCG 540 

CCCC0CG3*: CGGGCACCTT CCGTCTTTCC GAAGTNTGAA AATAKXTCC mTGCCTCAG 600 

55 CCANATGATT GCCCCGCmT G3CCCAN33T GCCNANAACA TTGGCGGCTC C0CTGO3JPG 660 
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O2CG0CNXC CCNGGNATGT LUJLUOl'lCT CNCCTCCAAA KGAWITIACC 720 

TCTlTriUNCT CAAOCCNCCC rTK^WCCCN CATAATO3CT NNNXG*J33 G3*XT<G33C 780 

5 OrCATGCCC OCATIAG3CN AT 802 

(2) INFQRMATICN FCR SEQ H> NO: 484: 

(i) SEQUEf^ZE CHARACTERISTICS: 

(A) LETCJTH: 844 base pairs 
10 (B) TYPE: nucleic acid 

(C) sraANDEENESS : single 

(D) TOPOLOGY: linear 
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(li) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1343RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID ND:484: 

GATCAACCAA TGTOTEAAQG AAATTTTTAA CGTITIUJJG GGATTK33CC ATCTTTOCCT 60 

CTAATTCOTA GGAAACATAG TCTGTAGCAC CCATGATATT AGCAAGTITC CCCCGAAGCT 120 

GAACCAAACT CTTAAGCCTC TICACTTGTT TTICGGAACA ACEAAACATT GCQGTCCATA 180 

CCTGCCTCCG AATAGCCTCT GAAGGACAAG CATTCAATAG TGTATACGGA GCATACCCAC 240 

TAGTTQGTAT CTTATAGTTA TTACCCATO3 TGTCCTTOGT GAGCTGAOGA AGAACAAGAT 300 

COCTAGK3CC ACTCGATTCC AAATCTTTCC ACGGAA2CTT TATGTAGCTG GAAGATAATG 360 

ATICTOTCTT GTIGATGAAG TCTTO3CCAA TAAIOCTGAT GTm03SAT AACIGTATAA 420 

ACTGCTTTCT GACTTCGG3C GACGCATATG CGCCIQCTTT TTCAAAATCC TCTAGCAATA 480 

TATQGCCTAC CCGTATCTCC TOQCTGCTCA GTTEftCTXT TATATTCTCG TCCGATAGCA 540 

CTTUTTITAA T CTrTlU CAA AGCACAACAT CTCIKITCAA GATATCATAA TCTCAAACAT 600 

CTGTICATGA CATTCCCTGA GCP3333CAA CAAATIGTTC ATCCGGATGT TO^AACCCGT 660 

TAAACIOCNC ACAAINCAAT CCCCCQGCAT AAAATCCTGA TITCATCTAT CNAATGA3NT 720 

NCNCCCAACC TCTIOTOACA AOCCTCNCAG TCCTCACAAC CCTACCCGTT ATGATTTTTG 780 

NAATTCCTAC CCTCCM3CAT TTAGTTGTTC NWATACCTr TiOJXCCGG COOGACTTA 840 
TCAN 

(2) INFCRMATICN FUR SEQ ID NO:485: 

<i) SEQUEMZE CHARACTERIOTICS : 

(A) LEN3IH: 676 base pairs 

(B) TYPE: nucleic acid 

(C) smANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) 1-ELECULE TYPE: ENA (gencmic) 

5S (vi) ORIGINAL SOIRCE: 

(A) ORGANISM: PAG1343UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 485: 

CATCGATTAA AQGAAGCATC TGCTICCCGT CATATCATAT AACATTGTAC C03333CTGA 60 

G333GACCAG TAOCGAATTT CATACCAGTG TTCTCCACGT CCC03CTCCA CTGTGAQCTC 120 

CTTAAAGTAT AOD33C7TTCA TACACCAGTG 03CACAATGA TGCGTACTT3 ACTTGTAATC 180 

GAGAGCATTG GQCTTATACT GTGATTAGGA TGAATGTACC CAAGAGAGAA AACGTTCATT 240 

CACGATATAC AGTACTCACA TTCATG3CAT GCCATCCCCA AATTCCAATA CAGCCATTAG 300 

CACCAATGTA QD3CTACTAA TCOGGCGAGCT TTAATTGGCG TCAGTTCAGA CTGAATCTCG 360 

ACCTTAAAAG TCAGATTGAT TAAGTAAGAA AATGACGATC AACAGSGTGC TCAAAATAGT 420 

TGATTACCAG ATTCGGOCGT GTCOTCTAGT OGTATCATTC TCGCTTTOGG TAAGCGAAGT 480 

IXXXXJITCAC TC03XTTAA CTACTAAACA TGTGAGAGGC CCI0331TCA ATTDCCACXT 540 

OGCCCCAAAT T1TITUCTCT C0CCT3CO3C GG3AAAGGTG AATATCATTT TACAAGTAGT 600 

TAACTOCIOC CACGTTACGT CCTTCTGCAG ACAAGTTGCA GCGGTTTACA ATOCTCAQ3C 660 

TATTTTGCGG CTTCAA 676 
?5 (2) INFORMATION FDR SEQ ID NO:486: 

(i) SB3UENCE CHARACTERISTICS: 

(A) LENGTH: 827 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEECNESS: single 
30 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1344RP 

35 

(xi) SEOUENCE DESCRIPTICN: SEQ ID NO: 486: 

CATCCTTGCG TACTAAGAGT TAGACTTTAA TTAATAATAT TAT7TGTAGA AGATAGAAAC 60 

CATACTGACT CAOGTCGTAT TLAACCCAAC TCAOGTAACC TTTTAATTGA CGAACAGTCA 120 

AAOCCTACTT ACCTGTTACA ACCAAGAGGA TO33TTGAGT CGACATCGAG GTGGCAAACA 180 

TAACTTACAA TACCTACTCT ATCGTTATAT TACCCTGTTC AATTTTGTTA TCATAATAAC 240 

ATTTAATTAT TATTTCAAXA ATTCTCATTA TTGTTCAGAC TATTTCATTA TGTATTATTT 300 

ATTAATTAAT ACATATTG33 CTTTCGTGGA TATAATTATT GTTAATCCTA CTCATATATC 360 

TAGTCGTTGA ACGTTCTTAT AACTTTATAA AAAGGATTGT TATAAGCTTC GCTGCAGATT 420 

GTCCTTTATT ATTATAAAAT AATATTAGGA GTTCTTTGCA ATTAACCCAA TTTACTCAAT 480 

ATATTTAAAT ATTGATAATT AAATTTCACA ATTTAATGGG ACTATTAATT AATCCCTAGC 540 

S5 GTAACTTTTA TTCGTTTATC AAATACCATT ACAATATGTT ATATTTGITC ATTATGCCAA 600 
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acttacgtta tigtnctact tgtagtatta cnateatagc aocttaxc CATCATATTT 660 

ATTTAATANA TACOXAANT AGNTT7TTTT ANCATAAAAA QGANCTAATT TCCCTTITTr 720 
CNCCAANTCC NWTTUTCTCA ATATTNTTAA AAATTTTAAA Cltf-JAAmAAG AAACCCCNNN 780 
TOAACCNCAN CTTTTTTCAN Q3CTTTCKAN CCTNTTNAAT AN3CCCN 827 
(2) INFORMATION FOR SEQ ID N0:487: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 872 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
(DJ TOPOLOGY : linear 

(ii) MOLECULE TYPE: (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1344UP 



(Xi) SEQUENCE DESCRIPTTCN: SEQ ID N0:487 : 

GATCCTTATA AAATGQGCAA TAGACGTGTT ATAATATAAT ATACAAAATT ATAAATAAAT 60 

^5 ATITAATAAA ATATAAAATT AATAATTAAA GTATTATAAT AATTAATAAA ATTATTIATT 120 

AATAAGTATG GATT3TTAAC TCAAATTTvTT TAAAATGAAA TAAGAATTGC TAGTAATCTA 180 

TEAATAAGAA AGTAATGGTG AATACTCTAA CTGTITCGCA CTAATCACTC ATCACGCGTT 240 

30 GAAACATATA ATTAAATAAA GAATATTAAT TAATTEATEA ATTATTAATT ATTATTAATA 300 

TTATTTAATA AATATAATAA ATATTTEAAT TTAAATTATC AATTAATGCG AAGTTGAAAT 360 

ACAGTTACTG TAO333AA0C TGCAGTGGGC TTATAAATAT CTITAATATT CCAlTITiAT 420 

ACAAATAAAT ATAI'I'J TJTA ATATATTTTA TAATAACTAT AAITAAAIAG TTAAAATTTA 480 

AATTATAA3T TAATAATTTA AIAACTTATT AATTAGAGAG TTAGGGTACA TCCOCCCTAA 540 

TGCTATGCAT TATQGTTGGT ACCACTCTAA TTAATAAACT ATAATAAATA AATACTAATA 600 

TTTTATATCA ATTAAATTAT AATTATTTTT TATTAATATT TTAATATTAT TTAATGAAAT 660 

ATATAAATAA AGTATTATAA TTTAATAATT AAATAAGAAA TGAAGANAAC GACTCTCANA 720 

ATTAAATTGC AITMATAGTT TACCATTAAA CAACATTCCC TTATTCATAT TATTITJATCN 780 

ANTAATTAAT ATCTTATTAT TOATTAGAAG CANAGGN1NC QXXCCTAAT GCTNN3CATC 840 

TIGTG3TACC NCNNATTAAA AAGTTTACAT NA 872 
(2) INFORMATION FOR SEQ ID NO:488: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 835 base pairs 
(B> TYPE: nucleic acid 

(C) STRANEEDNESS : single 

(D) TOPOLOGY: linear 

iii) MOLECULE TYPE: ENA (gencmic) 
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(vi) ORIGINS SOURCE: 

(A) ORGANISM: PAG1345RP 



(XI) SEQUENCE DESCRIPTION: SSQ ID NO: 488: 

GATCCCAACG TCTGATTATG TGTGTGAATG CTXaTTCTOCT Q2TOCTCCTG AODCTCCTTA 60 

OCCTTO30CT TGTACACTTT QCCGTATGTT CCTGCTGCAA TATAGCCGAT GATTTCGT/C 12C 

TTCTCCAGCA CTGACACCCT ACCGGCGTCT TICCGCTOCC GATATGGCCC TATCGAGAAC 180 

ACATTGTTA.T TCGCCATTAG CATCGGOGAT TIGGACGTGC TGOCOCTOCC TTTGGTATCG 240 

AGAAGCIQCT GTTGCTGTTG CTGO^ACCAC A33CTCOGQG TGGATGCCTG GTTG3ATACG 300 

TIGAAATACT TATTCTGTTG TGTITGATGC TGATTATTCA TACTATCOGA QGACTGTAAA 360 

CGTATCOCCA TAAAATAGAG AGCTCGAQCT ACCACCIGAC GACTK7IGTT ATTIGTAGTG 420 

TTAAATGGAT ATCGGCTATG TICTAAGCTC CHTTTTAAGT GTAAAACATT GCAAATCCAT 480 

ATOG&CACAG CTCATCCQ3T TCTACOGACA ACCCK7ITOC GACCQOAGCG 540 

GGTGGATAGT TODCGAQCCC CTATGTAGTA TATACAG3GT GCCACGGCTG CGCCTQCGCG 600 

25 GCTGCAG33C CTCAGCACGA NIGCCCCTTC OCCACTCCT TTATCCTCCT GAAAGCCGTA 660 

CAACCNCQ3G NNAAATACQ3 G3CACCCAAA GCN32COGAN GCCCOCOGAT AANAACNTGA 720 

CCAGCCNTAG NGAGOCCCCG AAANAACANT CKCLTiTITC AGCGGOCCGT CGCACAAACC 780 

30 CCASG3NGGN TCCCCNTTOS QWlTiTAAT N3CCNNGGGG AN3CCCCNTT NCTCT 835 

(2) INFORMATION FOR SBQ ID NO: 489: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LFJtfTIH: 863 base pairs 
36 (B) TYPE: nucleic acid 

(C) STRANDETMESS : single 

(D) TOPOLOGY: linear 



20 



(ii) MOLECULE TYPE: EMA (gencnic) 

<*0 <vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1345UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID ND:489: 

GATCCGGCGT CAGCGCAAGC O^GTCTACTG GGGGACGGAG ACGCQCACAG CATTGGCGGA 60 

GGGAGAGCTG GAATATOGCG ATCACCACAT TTCGAAGQCA GCTTACGTTT ACTTTOCGCT 120 

AACGGAGGOC GCGAGCGCCA CGCTA03CGA GCGCCTGQGC ACTJICCCICC CAGAACAGCC 180 

CATCGTCTGT CTCATCTGGA O^CTACAOC GTGGACTCTG CTGTCAAACA GADCCATCTG 240 

TITCCACGAT GACCACGCGT ACC^OCTTCT GCAATGGAAG G^IATGCTGG T30TAGCO3A 300 

GAGAACTGAA CTAGCTGACT TTAAATGGAG ^OOTGACACG CCGCTO3TQG TCACCTCATT 360 
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CCGCGGTTCT GACCKXX3CG <33CIUWrTA TAOCAATCCA CTTCTTGGGG ACCCCGTTAG 420 

TAGGOCGCTG CTGCATG3AG ACOVTGTCAC Q30CGACACA GOTACTGG'IC TGGTACAIAC 480 

TOC02CAG03 CA003CCAOS AAGACTACCT AGTAGGTCAG OCCCAOGGCA TTGAAGTCTA 540 

CTCGCCAGTC GACCATGAGG QGAGGTATAT TCTGGATGAT ATTCCTCCAC ACCTCCGTGA 600 

TATGCEAAGA GAAGAGAGCG GEAAGCC02T GAAOGTTACA GACCACAAAG ANTGCTGoNT 660 

CTTCATCAGT TTGCTANAAA AACCCAATAT GCTCCIGCAT TCCCTGAATA 720 

rTTCXXITCAA TOGAGTCNAA NAAOtfrerrTT TCNAGANCTA CCCNMDOGTN GTIGCNAACT 780 

GATGGACTCA ACTICCCCCN OGAAACCTGA ACACTTEATT TTTCCCTNCC AQ333AAAAA 840 

N^sTCAAOG TTCTCNAAAN CGA 863 
<2) INTCKMA3TCN FOR SEQ ID NO: 490: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH!: 836 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS : single 
<D) TOPOLOGY: linear 

<ii) MDLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1347RP 



30 (XI) SEQUENCE DESCRIPTION: SEQ ID NO: 490: 

GATCATCATG CCACOXCCA TGCCGCCGGC GGCACACCTT CACACCCACC CGTAACIGAC 60 

AATACTCGAG CACCTTCGTG CGCTGGCCCG CTO3CGGCTG CCTGOOCCAT TATGCAACCA 120 

35 (XCACACGTT TTATTCCACT TAAAAATTAC TTAAGCTGAC GTTACQCCTG TTGAAAAATT 180 

TICCCTTCAC GGAATTTTTC TGGGTGAGAT ATAAAAGG3G CTAAGTTGCA CAGTGAAAAG 240 

GTGAAGTTTT TTGTGTTTAG ACTTCTTTTA TGACCTCAIA GAAGGAATTT QGGAAATCTG 300 

40 ACTTTCTAGC AGO^TCTCTC CAGTTOGAAG TCTTTACATA CTACTOCTAA AOGTGCGCTA 360 

AGTTAAGATT TTCTTTTCTT TAGTTTTAAA CTCAGTACCT TATTCCATAA AGCGACACTA 420 

CGAIGTCTTC TAGATTCTCC CTCGTCTCGA ACCTAACGAG ATCCTTGAGC TCTGTG333C 480 

45 GGATGCAACA GATQCGGTTC GCATCGTCGA AGTCGATGAC TGTGCGGGAT OOGTTGAACA 540 

GTGCGATGGC CGAAGAGATG GACCCGTGAT GACGATGTGT TCATCATC03 AGAGAAGTTG 600 

CCGCCAGTAC AAC33TOCCG TTACAAGTCA CCCAAGGCTT GI'I'IGACCGT TCCGGNAACG 660 

50 CCGTTN3TN3 ANACCCATCA CCGAAAN3TT TTTGCCGTCT TGCGTGOGTN CNXTGAAGG 720 

O^TCACCCTA TGTCATTCAN TM7TTCACTC TGZAGCAO^A M5ACANTTCT GAATCOXGC 780 

CAAATACANN TT03TGTGTG CNACCNTCAN TGTTTCCAGC NAAGNOCO^C NCGM^T 836 

55 (2) INFORMATICN FOR SEQ ID NO: 491: 
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(i) SEQUENCE CHARACTERISTICS: 

{A> LOCTH: 869 base pairs 
(B) TiTE: nucleic acid 
(C> STRANDELTESS : single 
(D) TOPOLOGY: linear 

(li) MOLECULE TYPE: ENA (genomic) 

(vi) (ORIGINAL SOURCE: 

(A) ORGANISM: PAG1347UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 491: 

GATCCTACAG AACICAACTC TTATATOCAG GACT3AGTCA O390GTCTGC AATCCGCAGC 60 

AGCCACGCGT OCTCCAGGCT G33TOXCAT TG0ATG3JIG CO0ACGACCC GAGK3330AT 120 

GIATTCCTGA TAACGTTAAT GTGTATGTIT ATOCTGGGCG AGCTGCAGGT ATTP33CCGC 180 

CGCGCAATCG CX^AGCTTit: 1GCTCA3TGT CAACAQCTGC AGGGCGCICC TGGTAAAATT 240 

CH330AD30A TTTTOCAAGC AAGTTXGATT AGAGAGCTAA TTAACTCTGA ACODIXXCAA 300 

CATATTTIAA GACQCCTTTT CGTTCAACTG CCACTAGAGA GTCTTOCGAT TOTOGTGAGC 360 

GCX37T1UTTT TTC<XTITCG CTTCATTCTG CTG3AAAACC CGATTCTATT GCTB0TCGGT 420 

CTTATTCTCA CAT3GACCTG GTCACTCCTC GIAACTATAC TCTCTITCCA TICGTTK30G 480 

GAQ0ATTTGA CCa^TTK30T CTTCXXATAC Cn\0TAGTTT TGGCGTTATA CTGGTACATA 540 

TAATGATCTA AGTAAAATCT OCAAI7V1TAC ACA03AACGT TAAAC1CGCC ACCT33ATAT 600 

AQGCAA/tf^T TO2AGATQCT GTOCTTTCCG COCTAATATGC G^AAAGATGA OCAG3CCAAA 660 

CCCAATGCAG AGTAG3TICG TCATAIAOTA ACOOO30QC AGAATGACAA CT1CCGCC03 720 

CTTTOGAAGC ACTCCCCKX GGAAGGAACA TCX34ATCOCC GAATnTOOC CACCTTANAA 780 

T'lTOAANAAAC TATCATCQCC ATAATACATC CGANACAATT ACOCCCANAA TAICAAGTAT 840 

CNGAAATTTT CNTEANTTCN CCAATACQ* 869 
(2) INFORMATION FOR SEQ ID NO.-492: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 772 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELKESS : single 
(D> TOPOLCGY: linear 



(ii) MOLECULE TYPE: ENA (generic) 

(vi) CfUGTKAL SOURCE: 

(A) ORGANISM: PAG1348RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 492: 
GATCCTTCCG <2ACCTTCACC TACGGAAACC TT0TTACGAC TTTTAGITOC TCTAAATGAC 60 
55 CAAGTTTGAC CACATTTTCC CCTCTGAGGT CGACTTGCCC OCTOCTCTAA GCACATCCCG 120 
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ACOCCTCACT AACCCATTCA ATO33TACTA «X»O30GCG GTUTGTACAA AGGGCAGGGA 180 

CGTAATCAAC GCAAGCIGAT GfiCTTOCGCT TACTA3GAAT TCCTOCTIGA AGAG2AATAA 240 

TnXAATXXT CTAIOXCAG CAOGACGGAG TTTCACAAGA TTACCCAGAC CTCTCGGCCA 300 

ACOITATACT CQCTGGCTCC GTCAC^TGTAG CCtQCGTGCG OXCAGAACG TCTAAGGGCA 360 

TCACAGftCCT GITATTOCCT CAAftCTIXXA TCGXTT3AA ACCGAIAGIC CCTCTAAGAA 420 

GTO03CAACC AGCAAATGCT AQZAGCACTA TTTAGTAGGT TAAG3TCTGG TTCGITATOG 480 

GAATTAAGCA CACAAATCAC TOCACCAACT AAGAAG33CC ATOCAOCAOC AOXACAAAA 540 

7CAAGAAAGA COTTCAATC TtJTCAATCCT TATIGTGTTC TO^ACCTCTC AGTTICCCCC 600 

GTCTTCAGTC CAATTAAGCC GCAOCTCCAC TCCIGIX3GTG OXITCCBIC ATICCTITAT 660 

TTTCAGCCTT CCCAACATAC TCOOCCCGAA CCCCAAAAAT TGATTCIUCT A33TOCCGA.T 720 

'?3TTNCATAA AAACACAOCC ATCCCTATIC GCATATTTAT GTTAAATACA AG 772 
[2) INFORMATION FOR SBQ ID NO: 493: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 823 base pairs 

(B) TYPE: nucleic acid 
25 (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE: TYPE: IKA (gencndc) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1349RP 



35 



40 



45 



SO 



55 



(xi) SEQUENCE DESCRIPTION: SEQ ID N0:493: 

CATCGTTATA TATCAGTCTC TTGCTATAGA TTACTATAGA GOCCACCACT AATGTACAAG 60 

TTATAACTAC TCGTAACACG TTATATAACA CGTAGGAAAC CQCOCCCOCG CGGATTTTTG 120 

CCTATGGCTT GOOCAGGTAG CAACIGCTAT AAAQ3GGGAC GTITCTCCCG GAQ LTI'ITI C 180 

AlCriuCGCA GTTTCACTTG CTAGTTAGTT TAGGGCTM33 TCGACAAACA TATTCCACAT 240 

CGTTTTAATG QCTGGTP3TAC CTGATAACGT CAAGGGCCJTG C?TTGAGCTGG ACCCCTGGTT 300 

AGCTCCTTAC GOCGACATCC TCICTGCGAG ACCCTTCCTT GCCGACAAGT G3ACCCACGA 360 

TATCGAACAT GCCGTGCCCG GCGGOCGCOG CAGTCTAGTT GAGTTT32CC GCGAD3CATA 420 

CAAGAGCTAC GG3ZT3CACG CGGACGCGCA GAGCAAAAGC ATAACGTACA G3GAGTGCCC 480 

COCCAATGCA AOXCCGCGT TICTAGTCGG CGACTTCAAC GGGTGGATCA GACCTCGCAC 540 

GAGCKX2AGA ACAAGGACGA GTTO33GTGT TCAOOGTGTG TT03GACCTG CGCCGACQGC 600 

GAATTCATAA 1CCGCNTACT CACCCTTTAA GTIGTGTTCN AACTTOCCAC CCGAMXCGA 660 

TACCCGGTTG CCACNTTGAT TCAAAGGNAC CCACCCCACC AGAANCCCAA GATTTG33CC 720 

NCCTTACAAG QXTICCTGAC (XT^XCCCCT ACATTCCACA CAAAGCCCCC hTJftCCAACTG 780 
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A1NCCINAAA NNACAGNCNC TTOCTCTCAC CCGACCCGTT TCT 823 
(2) INFORMATION FOR SEQ ID NO:494: 

(1) SEQUENCE CHARflCTERISriCS: 

(A) LENGTH: 879 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEENESS: single 

w <D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: £NA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1349UP 

IS 

<xi) SEQUENCE DESCRIPTION: SEQ 2D NO: 494: 

GATCGCGAAA ACTAACGCAC CAAACCCGAC GGAAGCCAGA GCTCTCTIGT AAAGTGGCAA 60 

GATAGTGTAT GICTK33CCGG AIGGCTCAGA GGA'lTlLTIG OGAGCATAGT GCC3¥3CGATT 120 

GACATATGGA GTTATCATTG CAAAAGCAGT GQCAATAGCA AGA003STTT TGTICCAACC 180 

GCCGTIGTCT TCTTTCATTA TTGGCCACAA GGGATTGTTC GAGTAGAAGG GCATCTTCAA 240 

CACAACGCTC GCAACAAGGC CTAGAGACCA AGTAATGGCA AACTGCGCGA C^OOCGCGTT 300 

GTCCTTCACA ATGCIUT1CA AGGTCACTGC AAAGTTCATC GTGCTGAGAC CCGTGGCAAC 360 

OGCAAOCGTC ATCAACCTCC ACTCCGGTTT CTCAACTATC TACGCTCOSA TACCGATTAC 420 

ATTAGCAAGT AAAGOGCCGT ACTGTIGAAT CAACGTTGGG AAAAATGGAA CATAAAGCAG 480 

AACTGGGCTC AATACCGCCG CTATCACCCG OCTCATAGCC GG^ATACCC ATGEACCAGA 540 

GCGGGAAAAA CCATATCATA CACAATAGGG CAGTCAAGTT CGTCCAGAAC ATAAACGAGT 600 

CAAAGGTACT GACAACAATG TAAAACAGAC TTGCCTGATT GGIGATGGGC TOTTCCGGCA 660 

GGTAAACGAG TICTCGTOCT CCTGCGTGAT AATCAOCTCC TCCCAGCATT TCCICCATTC 720 

40 CGCCGCCGCC GAGTCCCTTG CCGOGCTAGA NAGCNNGGTC CTIGTCTTTG ANTGCACAAC 780 

CCCtZNCGAAG GCCIG'iGCCC TGGGTIGCCN AACTT1NCCT hWSTOCTCCC AGTITGCNTT 840 

ACTTACCCTC CNAAAAATTC CAAATATCCN GGACNCCCN 879 
45 (2) INFORMATION FOR SEQ ID NO: 495: 

(x) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 829 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1350RP 

55 
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(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 495 : 

GATCTCTTGC AATTCCTGCT CGGTCTCTCT GTCATCTCTA TIGATCACCT TTTCGAGTTT 60 

GGTCGCCTGA GAAAGCGICG CAAAGTTOTT CATAAGTTTC TTATACGGTG (XAGTTTCGC 120 

AGCCAGCACA TCGT03CTGA TCGTGTGGAG CGCAA1TGGA TOCCCATCGG CGGCCATGTT 180 

ATCCTTGACC GCGATATTGC GTGTTGATGA AGTCTGAACG GCCTCI7IT33C CTGGACGTAA 240 

GGCGAAAAAG TAAAATTATA TAGAACAGGC ATGAGAJTGG CTGGAAGTTC AGGGAGCCAG 300 

QOCTDDGTGOS AAGCAGCTTA GAGAGCCATA GGAAQCCACA TGC3CAGGAA CTAGAGA3GA 360 

GACCCACCCA AGGTCAACTC GCCCACGGCA CAGGGGCAGT CTTAGCAACG TGGTAAACAT 420 

TAAAAAEAAT ACATACGTEA CAAOGAGCCS3 GCATAGCAAC TGCCTGGAGT C ATGTm'A G 480 

AGAAAAATAG AAAAATTA7T ATAATATICC TTGTGTATGA AATAAAQCTG C1TTGCAACA 540 

CGCGGCAGAG ATTCAGACCT GCCTCAAGCXT GTAAAAGGAC GAAAAACQ3A ACGAAlftGAA 600 

TTAAGATAGA AAAGCAGCAC TO3XCAAGG CGAAGCGGGG OXGCAAGCC GCCGGCGCTT 660 

TOCCTCNCNC TCAGCIGCAA ATGCTCCICA GTGGATCCIG C1CCCCCTGT CCCCGTCICA 720 

CCTOCTCCAC TCCTOGTCOT ATCCITTTGA TGAAACNAGG C1GAGGGGGG IUTKKTO: 780 

ATCITCNCNC OCTCOGCTCG ATAAATIGCT CAGCNLTACC 829 

(2) TJ-FCRMATIGN FCR SEQ XD NO:496: 

(i) SEQUENCE CHARACTERISTICS : 
30 (A) LENGTH: 875 fcase pairs 

(B) TYPE: nucleic acid 

(C) SI^ANDEDNESS : single 

(D) TOPOLOGY: linear 



20 



25 



35 



(ii) MDIfTULE TYPE: DMA (genernic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1350UP 



40 (XL) SEQUENCE DESCRIPTION: SEQ ID NO: 496: 

GATCCGCATT AAGCGCGACG ACGAAATCAA TACCAAGAAG CTCGACGAGG AGAAGGAGCG 60 

GCCOCTCAAC GCCATCATCA ACGGGGGACC TAGTCATATA AGCGTGCATA TAGCGCAATT 120 

45 AAAGGTTTAG CGICATCGAT AGTTACATAA AGTTAGAATG CAT^CTCCGC CACGQ3CGCG 180 

TTCGACTCGG CGAGCCAGCG CGAAAGCGCG TCCTGCGCCG CGGGTACGAA GAACCGCCGC 240 

AAGAAGTGGA GTTCCTCCGC CCACOGGTCG TAGAGC7TCCT GGCTGAGTAC GTTTTEftCTTG 300 

50 ATCGGGTCGC CCTTGGAGAT GGCATTCATG AGCCACTGTG TCTCGTGCAA CGAATGCGTC 360 

GOCGOGCTGC CATCATCGAC AATTCGCGGA AC03CTCGAA CCGCGTGATA 420 

AGCGCAAGCA AGCAGAGCCC CGCA-XCTAC ACGTCCGTGC tGTGCGTCGG CTGGCCGCCG 480 

55 C03ATCAAGC CCGGCGCGCA CTACTCAADC GKX7TCGTGA GGGGCTCCG3 COCCQ3JPOG 540 
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CACACTGCCG CCGACGTGAA GIXXX30CAAG AATGeTCCTG OCCQCQCACG AGCACGTTCG 600 

CCTJICTTGAT GTCC033TGC PCCMJ3CK3C TCTOGCGA2G GAACTO3AGC GZCCCAACAA 660 

5 _ 

QGICACGT3C GTACCGCCAC CACTO3DCCT TGTCNCGGGC GCQ33CCGGT GOrXGCTTC 720 

CANSTOSOGT TCAACCGCTC TACACAACGC G333ACOJX TCQCCACCGC GAANCG0O33 780 

GTATCCCNAC GTTTfTXGCC GGNTrrxCGN GGAAN3GACC ACITNCGGTC N3GANCCNCC 840 

CCCGCCNGGT GGCAAGN33G AATINTTTAC CNICT 875 

(2) INFORMATION FOR SEQ. ID NO:497: 

(i) SEQUENCE CHARACTERISTICS: 
'5 (A) LESJ3TH: 832 base pairs 

(B) TYPE-, nucleic acid 

(C) STRANDEEI-JESS: single 

(D) TOPOLOGY: linear 
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(ii) M3LECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG13SLRP 



(xi) SEQUENCE DESCRIFnON: SEQ ID NO: 497: 

GATCATAATG ATTIX7ICTTA ATTCTTITCT TAATTATTCA TTAAATAA3T AATTAATATT 60 

TTATTAATAA AAAATATTTA GAGTTATGTT CGTTTATGAT AAATTCTAAA ACTTTGCAOC 120 

ACGAACTGAA GACAACTATG TAAOGCCTGT AATTAATTAT AAATTATEAT AATTAAATAT 180 

TCAAAAAATG GTAAGATTTA TCGAGGATTA TCGAATTAAA TAACATGTTC OV^TOCTTAA 240 

GTCKJTAACC GTCTATTGTT TTGATTTTEA TTATTGCTAA CGTAGTCA3C AGGCGGAATA 300 

CTTTAATTTT CATTTAATTT ATTCTTXAAT TAATAAAAAA TAAATAGGTA TTCATTGITT 360 

ACTOCTAAAA CTACTCGQ3T ATCGAATCCG ATTTGCTACT TTAXCTICG TTCCTCAATG 420 

TCAATTAATA TATAATTTAA ATTTTCACTT TATAM7ICTT ATTCATATAA TTATTA3TIC 480 

ATCTTTACTT GAATAATTCT TAAATTATIT TIATTAATIX? TAATTATTAT TTTAAATAAT 540 

CA1CTACGAA CCCTTTAAGC CATTACGAAT AACGCTAACC OCTTTGTCTT ACCGCAGCTG 600 

CTGQCACAAT TITGGTrGGA NNGANTTAAT TATATATCTC TnTAAAAAT ANAATCTCCC 660 

TCATATTAAT AAnTEATAT TGANANTAAT TATCNNTATT TAATAATTAT TGAATTTATT 720 

GTTACCCANA NTAANAANAN AilTATiATTT ACATOCCCNA GTACNGANCA CTICACATTG 780 

CCAAAICCCN COCGTPCCNA NAAATGATAT ATTCNANCAC QGATNTCTTC TT 832 
(2) INFORMATION FOR SEQ ID NO: 498: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEM3TH: 863 base pairs 

(B) TYPE: nucleic acid 
55 (C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 
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<ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1351UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 498: 

GATCATEATA TTATAAAATA TAATAAflGAA TATATTTAAA TAATAATAAT AATATGAAAT 60 

ATTATAXTAA TTCTCCATTG GAGCAATrTG AGATTAGAGA TTTATTMI7T TTAACATCAC 120 

CAATAATAGA TTTTAGTnT ATTAATATTA CTAATTTK33 TTEATATCTT ATAATICTTT 180 

TATTAGTAAT TTTACTAATC AATTTAATAA CTAATAA3TA TAATAAATTA G"TA£X»T1C.*1!A 240 

ATTGAITOTT AJK7TCAAGAA ATAATTTATG ATACTATTAT AAA2AT?£JTT AAGACACAGA 300 

TIOSKUTAA ACTAT^AOTT TATTAnTTC CATTAGTTTA lACATTTTTT AlTCTrATTT 360 

TEACTATAAA TTTAATTAGT ATAATTCCTT AnTCATTTGC TATAACTTCA CATGTAGTAT 420 

TTCTAGTATC AATAACTATA ATIATTTGAT TAGGICTAAC TATTATTGGT TTTTATACTC 480 

ATOGrTTAAA ATTCTITOGrr TTAU'mTAC CACTAGGTEAC AOCATTAATT TIAGTACCAT 540 

TATTAGTATC AATTGAATTA TTAXCATATT TTOCTAGACT TATTTCATTA GGITIAAGAT 600 

TATCAGCTAA TATTATACCT GjTCATTTAT TAATCTTEATT TAGLiiLJJi'lT AATATCTAAT 660 

TTAATAGCTA TAAATATTTT AACATTTTAT TAGTTTCTTA CCCATCAATC CNAA3TEAGT 720 

ATOGrrnrriT anaattggcc accctaneat ccacctaant tgaccttttt taaatcccnc 780 

ATTTTAAAAA TCCATTTATT TOCATONATT AANAATAANA TATTTAATAA TAICCANNAT 840 
TNAANATTTT ATAANrTTAA AAN 863 
(2) INFORMATION FDR SEQ ID NO: 499 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANTJECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: Et©. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1352RP 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:499: 

GATCCTGCAT CCTTTTCCTTOG GCCTGCACErr TGATTTTC7IT GCICTCAATT ITATCCTTTA 60 

TCAAATTCAC AACCTG3CAA TCCACCTCAT GCTTTATCTT CAACGAAT3C CTCATCGTAT 120 

TGTCTAACCT GAQGACCATC TCCACCTTCC GTTTAACAAG CTCGACGGTA TCCTGTGTCA 180 

ACAGGTTTAT Q3CIt333rCG TCGAOCCCCA ATTG33CATC CCAGGCAG1T ACGTCATCTA 240 

TGTTGITCTT OGTGTTOGGA GPCAAQCGAT ATGTAACCGA CTOCA3GTTA AGAW33CCGT 300 
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A333CGA3TTT CT3CTCQCGC X3JIUJJJJV CGAGCAACTT: GCTGGTGTTG ATCTTCATOG 360 

CGTOCTOACA CAAATTOCTC AACAGCGAAA GOTGCTTGAA GGGGAAOOGC ACOTQ3TX33A 420 

5 

ACAQOGACCG TGCGTCCTTC CCCGAQCGGC TG3CQC03CG G^AC033TT3 TOZTOSTOTT 480 

CGGACAAGTT C0332AGCTC A3Q3AOCXaAT GGAGCATCAC Q330GCCTGC TVCGCP033C 540 

CX^33TCGCT /mTTCXXXr TGCGGCAACG CGAGAOCTTC TACTCCOCCG CTGCGOCG33 600 

GCCCCNGTCA GTCTTCTACA OCNCTIGACT CCCCOCACIC CTC03INGAT 660 

GACTGNOCGC GCTCTTCATC CGGTGCTCGC ACAOgCACAT CTO33AA.l<3tf TITCCACCAC 720 

CACCCNGNAC AACITTCCAC ACCCGGAAAC TCNOTTOWr TIN3GACCCT GTCTTTTOvJC 780 

15 

TCCAATCCCN TCTOCTOCAT TTTIGNAAAA CTCCCCCCAA CXX^OXXTKT N 831 

(2) INFORMATION FOR SEQ ID N0:500: 

(i) SEQUENCE <=HARACTERISTJCS: 
?0 (A) LENGTH: 832 base pairs 

(B> TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: lixjear 

(ii) MOLEXXILE TYPE: EMA (genomic) 

(vi) ORIGINAL. SOURCE: 

(A) ORGANISM: PAG1353RP 



(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 500 : 
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GATOTAACTA 


TTAAIGTGTT 


OOITGAAATT 


GTGCTGAAAT ATAAGGAQCT 


CTEAAATCAT 


60 


GTCTATOTTC 


ATGACGATGT 


OGTCAAGTTG 


AGOCAATGGG TACTICAAAC 


GTCTAATCAA 


120 


TAAAAATATA 


CAAGCGCAAA 


GCCCAATAAC 


CTTTACCCTA TATATOTKJT 


AATATATTAA 


180 


GTTAATTGAA 


CCATTTACGT 


GCCATATTCT 


GCQCTGGCAT GGTATCCGTC 


Al'I'lTATAAT 


240 


ATA3MTTCT 


CGCAGGGGAA 


QCAGAAACAC 


TCAAGATCGG OSATIUXJGA 


TAAAAGAATT 


300 


GITCCCTGAT 


TCA'i'lUnUl' 


TCGAAGGAGA 


TGCAGATGGA TTGTCCAGAA 


AAACCGGTTT 


360 


TAAGACTOGT 


TCATCAAACT 


TOTEAAACCA 


TT3CCCATCG GCTTGCAGTA 


TATTGCCCAA 


420 


GG1T1UGOUJ 




■J-CjICIaATSA 


TAATCOKTC PCtUJJHJJV 


C^3CGCCT3A 


480 


igqcagcxj: 


GAAGAGGGTC 


GGTCTATCAT 


AGGAGGAAAG C'iTlO'lTUAT 




540 


GGTCGGGCTG 


TCGGCTAAAA 


ATGGAGGTGC 


GTCTAATGAA GACATTAGCT 


GGACAGGTCT 


600 


AGGCOOTTCC 


ATATCAAATT 


CATCATOCUl" 


ATOL'iUL'IUr ICTTCDOX 




660 


TATCTTTAGA 


TCTCCAQCAT 


ACCGCAGTAT 


ACCTCCCAAT ATGATACGGT 


GAGAAOCCCA 


720 


CTAOGACCCA 


C7K33CCNAAA 


AGAACTTGAC 


ozoctgtnac cctncatgca 


TCCACNACCC 


780 


CACCCCCOCA 


ATO^ONCTOT 


ATGOTATGAC 


OOTCAGANAN CCNCCTCNGA 


TC 


832 



ss 

(2) INFORMATION FOR SEQ ID NO: 501: 
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(i) SEQUQCE CHARACTERISTICS: 

(A) LEW3IH: 877 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELTJESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: EM31353UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 501: 

15 GATCQ3C02A CTCTGTGGTT" CATGTCCTGC ACAAGTTGAC CACTGTATAC CACTTTGACA 60 

TCAGAGGGOG AAATCATCAG TGTGTCCCCG TACACAGPGC AAATAAACTC CTTTACTTCC 120 

T3ZACQGTC33 TGTCGACTGT CACTTTCATA GTCTTCATCG CCAACACGGA GTCCGAAACG 180 

20 AACTQGATAG TTACACCATC CCCCTCCTGG CCGTOGITG3 TACGGAACAT AATTAAGCAA 240 

TGCGAGAATG G3GTG3GCOC AAAGTCAAAG CCCAATACCT CCTGTACOCT CAACCCCGCG 300 

TtSnCTOCCG CGTCTTCG3C GCOCAGGTAC ACA033GTAC GATCGOCCTG CAACTTGGAA 360 

25 TGCAAGCATG TCOTTGGGCA CATGGTTCTT GTTCGAACAC AGGTTCTP3C ACCTGCTGCG 420 

CICGTACTCG TICACTATAT CACATGCCAT OGTCCGCAGC COCAGCACAG ACGTCTTCAG 480 

AGGCACAOGT TGCCTTATCA CCCCCACCAC TTTATCCATG GAAAGCGTGT TGACCTGGAA 540 

30 CTTGACGTTC ACATACQCAA ACTCACTGTC OCCATCCTAA GCCAGGTCTA CAGT3C03X 600 

TCCGACCTGC TCOOCACATC CAOCTCCAGA TCCACCAACC CCCCQCCQCA GCCTGCAATC 660 

TCCTCGCACA ACATGGTCAG ATTCGAGCGG ACOCTCTTQ3 TATTCAGACA GTATTGCTCA 720 

CCOGGCCAAG CGCCATGTTC TCCCCTGATG CATGATAACC AATGCCNTAC TGCNATACCT 780 

^OCNACTGAT AANTTGGQ33 ANGCCCQCCC NTTCACGAAG AAGATCCAN3 CTOXNTTCA 840 

AATACNAANN CNGANTGAAC TGGCGNATNC CNAATCT 877 
(2) INFORMATION FOR SEQ ID NO: 502: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 871 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

{ii) MOLECULE TYPE: DNA (gencmic) 

(Vi) ORIGINAL SOURCE: 
so (A) ORGANISM: PAG1354UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 502: 
55 CATCGAACAC CCCTGIGCCA COGA3CTTAG OGTCGTGlOC ATCCAATTGA CATCGAAGCA 60 
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AAA^OCGACC ATQCTTGTTG AAOCGAAAG3 ATOQCCCTIT CCCAWD33TT 120 

GAGATCCTQ3 TT3CGCCCTC TEACCCTIGT CGTAAA1TCT OXAAAGTCA GCCTQGTCCG 180 

GCATOXCCA GCTO2GACAG AATGATCTCG CGC7ICTOCAG 240 

AAGAGTCTGA GCTCAAGCTG AAAATTC3333 033XTCCGA OC03CGCTOC AGCAGCATTG 300 

ACGACGTCAT CTK3CAQCAC TTCGTCACCT QXXXTTCTTT (XOCAGCH3C GTCGC^GACA 360 

Q3TOCCGAOC ATTCAGAGGC CO^AAGTTOG ATAGCAGATA ATGCAOGTGC GACAGCACAC 420 

CAGACATCGC ACIXX7TTGAC GAT&CATACC GIGCTTGCCC TTCCTT03CG CGCTCCAGCA 480 

GTCGCAGGTC CCQCGAGGGC OXACGAAGT CTCAAATCGA AGTCCIGCAC 540 

CTTCATCACC COCTCGATGA AGOXTCGAA G7IGTACACC aXGACCOCC GGTOCCGGAG 600 

CQ3CACCAOC GACAGD33X T3SAACAG3C AQCX7TTCCAG CCCGTOOXC AGC03CGG03 660 

gcagctctgt tgcactgctc mNCCAOccc attgctgaac cxxxcnigat tacaaattgt 720 

TOXCTCCCG QXCOGCTTG CCC03JTT3C CCT7ICCCNQC CG33GCAC0C C03ITCNNNT 780 

GGATGANNGT TO-JCTGATTN NCCAAACCCG TTCANNTTGT 0333TITO7r CftNCOCANT 840 

M2CCNNTOTT TGTNOOtfTTT NAATGCCCNC N 871 
(2) INFORMATION FOR SEQ ID NO: 503: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LEW7IH: 1166 base pairs 

(B) TYPE: nucleic acid 
30 {C> STRANDEENESS: single 

(D) TOPQLOSY: linear 

(ii) M3LBCULE TYPE: ENA <gencmic) 

(vi> ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1355RP 



55 



(x±) SEQUENCE DESCRIPTION: SEQ ID NO: 503 : 

GATCATGGCC AAAAAATTGG GAATAOGAAA CTGTITCCAG TACTCATCAA G3TCAGTAAA 60 

AATGTTTGOC AGCAGTGAA3 ATTGCATCCT TATCTTOCCA TTTOCX3GATA GSACWl'l'ILfl' 120 

TTCGATATAC CIUK33TGAG AGGAAAAGAG TGTTOCCAGT 103JEAAGTT CTCGTAAAAA 180 

CAAATAAACT TCTCTTCTG3 AAGTCTTACC GTACGCGATT CTATTCAAAA TCCTCTCCAA 240 

GTCCTQ3CCA TCACOCAACA TATTATTTAA CGACTCAATG AAGATATTAC CAACTTCGGT 300 

TGAAATQCAC TGAACT333T CCAATCICTG TTGTATCTCA TCAATATTTA TTAAA03CTT 360 

TGCAATCCAG TTCITCAAGT TCCTIAACCC GTAGTTTGTT CTAGTATGAT CTAATACCCA 420 

TAACPG33AG CCTTTACTGC TCCTATCTGT ACTGTTCTCA AAAATATCTA AGCTTTCAAT 480 

AGCGCTAAGA AOGAAGAAIU ATGTOD3TCT TCGAGCAGAA TGGTTTAAAG TTTTCCTTGA 540 

M5AAG&CTAA ACNbNCATTT TTGAttTFTTG TTAGGTAGCC ATGCACCAGC ATGAGCGCIG 600 
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titgcagagg aacgttgccc ttaaaggctg ogtoogoctc actgaagatt tcttcataca 660 

aoxgacgag ctcgatccta ittagagtga tatcggaatc tgaagtatga aacacctttt 720 

5 cgatttctga gccaagocca tctccgaoca caacttcact ccq3tttgtg tattita-tic 780 

ccgtctocaa agcctccgic agaaaacgct cctctttgaa gicatcgaag ataacttcac 840 

CGcnrrrGftG atiaacacta aozaggaagt atoxxjkjea tcaaggttgt cgcttqcaca 900 

'0 CAAGACCOCA CACAGAAGOG CTATCACCCA GGACCCGAGG ATCTTTGGTT OSAACGTCTC 960 

ATTGATOCCA TAGGTAGCCC TCCTGAATAT ATTGGGTACT TCCClCGAGA AAACAGAGCT 1020 

IGAGGTCOCA CTGTIL M TIT TCACTOGSGA TGTCTCTCIC TTCTCCAOGA CCCCCACTTT 1080 

' 5 CAGATTGTG3 TGCATCAAGC GCTGCAAGTC GACTTCGAGA CG3GTGTCTG GGAATGOTGC 1140 

AGTACGCAAA CTTCTTGIQC TTGTGA 1166 
(2) INFORMATION FOR SEQ ID NO: 504: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) L£NGTH: 887 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 
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<ii) MOLECULE TYPE: ENA (gencmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1355UP 



(xi) SEQUENCE DE9CRIPTTCN: SEQ ID NO:504: 

GATCATGCTA 7CAAGTGCAG AGAACAG3GA TAGAGCCTAC TCTGCAGGTT 033CCTCGCT 60 

GAGCGCGGCG CAGAAGTCGA AGAAGCCGCC AAATACCGCC TTCCQ3CAGC AGAGGCTGAA 120 

OXCTOXAG OCCATCCTGT 03CCGCAGAG CATCCTCCCA CTGCTAATAT TGCTGAGGGG 180 

GXCTTTGCG CCAAT03GGA TTGCGCTGAT CAICAGTGCA AACAACGTCC AGAACCTGGT 240 

GATCGACTAC AfXCAGTOCG GCAAGCACGC CACXjTCOGAA TACACGCCCA TCCCCGAGAA 300 

CCTGGTGAGC TACCACTTCC GGACGTCCAT GIOCGAACAG CCTAAGTC3X GGCTGCATTC 360 

CAAGAATGAG TGCGAGCTAG AATITGAGAT CCCCAACGAC ATATCGAOCT GGGTGTACAT 420 

ATACTACAAG CIGACGAACT TCTACCAGAA CCACCGCAAG TACGTGCAGT OCTTCGACCT 480 

CGACCAGCTT AAGGGCAAGG CTGITGCACC AGACAAGCTG TCCGACACGT GOCACCCGCT 540 

CTCGACTAAG GACGGCAAGG CTGTCTATCC CTGCGGCCTG ATOXCAACT CAATGTTCAA 600 

CGACACCTTC ACGOCGGTCC TCCGOGGTGT CCAACGGCGT CCCXXGACTA CAACTCAGCC 660 

AACAAGGAAC ATCGCCTGGC ACACMGACCG CAACAGGTNN CAAGAAGAAC AAGCTACAAC 720 

CmXAGANA TNC7IGOCQCC CXXXX3CCTTG GCACGAACGT TTCCCCCNAA TOJtmmPC 780 

AANCCAACCT GCCTGACTNN CTACTTGGGA GAATTTCCCG TNTTGGANTG NTCCCTGCAG 840 
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M/iU-tJOCCT NNTAAANCTN OsWC^AAAA AAAAGCAACN CCCTCCC 
(2) INrcRMATICTJ FOR SEQ ID NO: 505: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEU3TH: 823 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS : single 

(D) TOPOLOGY: linear 

(ii> M3LECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1356RP 

(xi) SEQUEMZE DESCRIPTION: SEQ ID NO: 505: 
GATCTACATA TGCATCAAAA (^IGTOCCTT CATGCGCATC ACTAGTTAIC T7IGCGCIGA 
GAO33GAGC0 ATTTCCAGCT TGTCTGCACA ACTCCATATC ATTTOCATCA ICAACCTCAT 
TATCGCTATC ACCATCCTTA GICGAGTA1G GAAAGGAGGG TGACACAGCA A03CCAGA03 
TATCAGTTGA AGACATATCT GIGCTCAICC GGIGGGCOGC ATCATAGTCC GATGftCTTCG 
T03AGGATTT AAAGTCATTC TGCOGAGGAT TCTGIGGCTC TACTGACCTT GCAGATTCGT 

TTTCAcrrrc gtacagaatg gactcatctt cgaactigag atctatccgt ttcigatcat 

ACGCGACTCT TTTTTCAACC TTCTTTCTCG TCATTQGCAC <33AGTTTATC AAGCTAGAGC 
CCAAQGAATG CTGCTTATCA AAGTTCTTCT TAGCCATGGG CATTTCGTAT CTATCATCTA 
TCOCTTCGTT OGAACCAEAC TTCAOCTrGGT AGOCATACTT TOTATTATAA TAAGAGTTGC 
GATAA33CTT OOTACCAGAA CTACCOQCAC TGCTAGACTC CAATATGGCT TGGATGAGGA 
CTQCGCACGC GAAGTTTACT GCCAJCCATA TCAATTTGGG Cm®3?TGCC ACATTCGAAA 
ANANTAAGAA GAAGTACGAC TAATCCICCA CTO3ZTACCC GGTCCNTAGC AGCGAACCGG 
CTQCTGTCTN NO^TCCAC CCCCGTGCTT GCTTAGCTCC TACNCCCNTG TGGTTCCATA 
ACCCACCCCG IGTCACCCCA TOXCTCWC ATTNTGAGAG ANN 
(2) INFORMATION FOR SEQ ID NO:506: 

(x> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 873 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDFTTJRSS : single 
<D) TOPOLOGY: linear 

(ii) M3LFXXJLE TYPE: ENA (genccnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAGl 3 5 6UP 

{xii SEQUENCE DESCRIPTION: SEQ ID N0:506: 
GATCTCAACC ATATTACCAA A^CCAAACAA AGAATTCGGG CCCAAGOGAC COTICCaOGC 
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GTAAAGCCCT ATAACCAGCT 'IACGCC7TCTG TOGGCQ^CAT AGAAATTTGC ATITTCAACG 120 

GAACCAACAC GTCAATCCCA AACTACACTT ATCATOXTT AAAAOXATT A3CTTTTCTA 180 

ACGAGGAOX- C03CCIX3CX3C AGTA33AAGC QGAOCTEAGC Q3CGTCCOGC 0332ACATTC 240 

Q3CXX7TTCGA CIXXAATATC CTACTICTQC AG333AAGAT AOCQCACGAA AATCK3CG32 300 

OGAGCAAOCT CAGAATTA1A TGTA03ACCA AACATIGTCA GCAACGCCTC CGCCGAGTTC 360 

TCTIATCGAC TAQ333GATT TCCTGCGAAT GCCGTT11X1T TTTATCGTIT Ci'l'l'l'I'IGAG 420 

fXOrATCTOC AGAAGCGATG AOTTCCAAAG CATCTTGITG CATO^ATCAC CGASXCACA 480 

ctgcao^tag agtaaaqcct agtcaccatg aiosmjrrc ataatagccg cosaqscgca 540 

TTOXATACT ACG33QSTAA 32TOCGAAAC AAGGTAGCGA CX303303D33 Q C1. T I.T AGQC 600 

GACTACGACT ACAAGTACCT CTTTCACGCCG CAGATATTCA AOCCCCAGAG AAGCTTCAOC 660 

aimCICG ATOtfOGCAA AATCCCCQ3T GOIGCTTQ33 G37INCACNC 720 

ccc^ngcaan NCTOacaa^r Twrnxiacc ndzaattnttit; aatacogojg gnggg&antt 780 

tcaaag*jaa nxkacahc ttai^ioggct tnco^tict ngaacooo^c ttotiwaag 840 

QjajAATAMtf COCTK2*3ftA TOCTTAANAA AAT 873 
(2) rMFCPMATICTJ FCB SEQ XD NO: 507: 

(i) SEQOQJCE CHARACTERISTICS: 

(A) LHKJIH: 840 kase pairs 

(B) TYPE: nucleic acid 

(C) STTWNtEiHESS .• single 
<D) TOPOLOGY: linear 

(Li) M0LBZULE TYPE: IKA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) CFGANISM: PAG1357RP 

(Xi> SEQUENCE DESCRIPTION: SEQ ID NO:507: 

GATKXCAGCG AO^CATOSA AGAG03ACTA CTGTACOOCA TOGACAAGCT TGGCTGXXGA 60 

TIGATGAGCXJ AAGACCGAGA TGAAATCW^A GAT3QCG3SA CCGTO333AG CGTGATCTG3 120 

AAG3RAATGT TTIUIQ0CGT CGGTATQjIG TCCAGGCTCA IX33TAGTACC TGCATGATKT 180 

TOTOTTTCQG TGA1XX33CTT CATOGTO33C GTTAQ03ACT TATAATAGTC GGTGCCGGTT 240 

GCTGXGCAA GCAGCTGGCA TGCAGIGTTG TCCGftCAAAT AGGAGTACCG GTTO3TGTTC 300 

TTATTOGTGG TCTTCTCAGA AATCTTTCCA AA03AATAGA AACCA3TTTC CATGGTO3TC 360 

GAG33GACTT CJCGAGTIXTTG TO0S33JTUVC T033CGACAT GACATTTCAT TICTTOTICT 420 

G0G0CCGCTT CCOCAGGAAA ATGO33C03C TCTOCCGCCA TCTCCTCTIC CTOCTTOTOT 480 

C03TTCIGIC CXATCICCOC CCCIGAAGAG TTTCAAAGCT TTTGAACTIC 540 

AAGGAGGQCr; ACGCCGQQCC CACGAAACGA TATOGCTTTA CTTOTCCTCA GCTTCCCGAT 600 
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AGCXATCTCN ATGCCATTTT ATTAATATAT TTCCOXGTC CGAAXCCAA ATCTATOICT 660 

CC03GTTC33C AflG33ATTCC GACTIATATA TTATTTCATG TCCACCACAG GITKTNAAA 720 

TATTATACAT CNATraCCNA ACCTXXXTNT TAINCATCAT (XGAOCNCNC CTJCATTTGTA 780 

OCACTAACN TCCACATONC CCNATNTNNT AACCCATCAA CNCAOCTTNC CTOCCCATCT 840 

(2) HvPCRMATICN FOR SEQ ID NO: 508: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 888 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEMESS : single 
ID) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1357UP 



(XL) SEQUENCE DESCRIPTICN: SEQ ID NO: 508: 

25 GATCCTCGCG TTCCCAKXA ATTGTGTTGC TTCGGTTGAC CCGATAK3AC CTCAAAAOCG 60 

Q3TICCGAAGC CACCAGCACC TTGTCGCTAT GTGACITAGC CGGCTCAGAG AGAGCAGTGA 120 

CACAGATAGT AOXGGGAAG GAG33TGCGT TCATCAACAA GTCATTGCTA GCGCTT3GAA 180 

30 CGGTCATAGC CAAACT1AGC ATGTTG33AA GCCA03CCAA TGGCCTGCAG OCGTCTCCCG 240 

CAGCCOXCA CATACOGTAC OGIGACTCAA AGTTGACCCG CAOOCTTCAG CCAQCATTGA 300 

CAGG&GACAG TATCATTACG j=OCATCTGCA CCATCGATTC GAAAG2CGAG TOOTCAACCG 360 

3S AAACGACCAA TACCGTCCGC TTCOOGTCTC GCOOCAAGAA TATCOOOCTC AACGTGCGCA 420 

/tfAATGAAAT GCACTCGCAC <XXX2>GkM-G ACACCATCAT CCAGAACTTG CGCAAGCAGC 480 

TTGACGAGCA GCACGAGftCC ATTOTGATGC TCCGJCQZAG TGCTOCAOCG CCTAGCGGCA 540 

40 ACGGCTCGAC CAGCCCGCTG GACAGCCCTG GCGTCGGCGG CACCCX3CTT TGAGCGAGCG 600 

CACGCCACAA CATTGGAAAA AAGGNTTGCT AAAGGTNCAA AACAGCATCC TCCAAGAAGA 660 

ANCTOCGAGC CATTXXGAAA AAC<NTCTCG AANNAGGAAA TGATGTCCTC CGAAGAACCG 720 

CANITIGNCA NATTCTTNAA ATCTCCCCCT TGGAAATCCC CCCGTOCCCC CAAAACCAGG 780 

NTNCAGGGGT TGATTTCO*? N3CCCCATTA CCGNNTTACT TTCAAAANTA AATNCACNCC 840 

CGCAGGNXN NGAAAATNCN TTCCCCCCCN TNTGO>J3TTC ACCGCCNA 888 
(2) JHTORMATTCN FOR SEQ ID NO: 509: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 833 base pairs 

(B) TYPE: nucleic acid 
55 (C) STRANDELNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1359RP 



{xi) SFOUENCE DESCRIPTION; SEQ ID NO: 509: 

GATCCATGTT TATTCACCCC GCTCACTCGC GTAAACGATG CTTTACCTTG CTCACATCGC 60 

CGCCACCATT AACAGCGTAT CACATTTTAC GTTTCOCT3C AGCAAAAAGT CGGTCGGAAC 120 

ATAATGCTCC AATACCACGA TAGGTCOGCG CAAGCGCCTA ACACGTOCCA TCCTCCTCGC 180 

CTOXCACGG QCCOCTCGCG CK7TOCTO3A T3AAACTCCC CTCCAGCGTA TGAGCGGACG 240 

GGCATTCGeC CTOXATTAC TGCAC3XOC ACCGACAGGT TTOCCATGTC AGCATCGACG 300 

GXIAAACCCGC AGAAATCGAT AAGT«3CAOG ACACGCGTCA CAAAGACCAG T3TGGTATCA 360 

TGQ03CACGA GGAGCTAGGC AACCTCGCTT TTOCGCAACC ATGCCCGGCC GCAGGTTOGA 420 

ACGCGGGM3C GCCTCAGCAA QCCGGGATTG CTAATGTCCC TICOGOCCAA AGOCOSTCAC 480 

AGCTAAAAGA GAGOCQCCCA CGAAGOGATA TAGCT33CAG GAAACGATAC GATTCAGCGC 540 

ACTCGCAGCG TAAGGAACAG GAGCATCACA TCGAACAGTC GCCTGTGGTN TOCATCCCTG 600 

AAGGTN3ACA CTAACCTGAA AAGC03CGGT TOGCACTAAN TACAAACNTT ACCACAGTAG 660 

ATGCCNAATA CTGCTGACAA ACGAACT33G ATTNCTNAOC GGTGCT3M3G ANAJFAATCT 720 

NCCAAGAACN TTNAACNCAA TTGGCCACTA CCCCTtTIGA TCCCTCTTNN ATCNCACGGT 780 

TTO3GAN0CG GN3tfXAAAG CCCTGATGGN A1CCCIGACN AANTTGGACT NNT 833 

(2) INFORMATION FOR SEQ ID NO: 510: 

(i) SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 871 base pairs 
(B> TYPE: nucleic acid 
(C) STRANDEDNESS: single 
CD) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

40 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1359UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 510: 

GATCGGTGTA GTACACGOTT TCCGGCGCCG CITCTG32AG AGCAGCTCCG ATCAXGCOG 60 

TACCCCAGAA CTGCC0GO3C QOJPCOCAAC ACTA3TGCCT GCTGCTGAIG OCCGCCTTCT 120 

AGTOGTTGCC TATTTTATTC CTGCCQ03CA TGTTGCCGCT GTCAOSGCGT ATCTCGATGT 180 

GCC<XJAGCAG GACGGCTATC TTCCGCAGAC CGTTCCTGTG CATCTG3TG3 CACCACCGCA 240 

AOCGCCGCAC GAGCT3CGTG ATGCGCTOGA CGCCCTGCCC TGTGATTOQG T1TCTGGACT 300 

ACCGGTCGTA CAATCGGTCA TATACATCGG CAICCCCGAT GCa3CCACCT TTGTTGGTCC 360 
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AGAAGAACIG CAG03ZACTG CTGCCGTCAT COOGCACAAT GV3333CCCA GTO33CCCAA 420 

CISCGAC7IAT CTCAAGCTOC TCCACAGCGC OCTOCACTCA ATAGCCGAAA OJIT1G3CGC 480 

CCGCTTGTGC GAGCTGGAG5 ACCATTATCT GGACGAGCTG CTCGAAGCGG TOGACCGTCT 540 

ACG3OO0CAG (XVIGTODCG 033TAG3TT3Z? CTGATCTTCT GCTAAACCCA 03CCGAAACA 600 

AAGATAGCAC CCGCCGCICC GGGTAGCGGC CGSCCGTCGT GACCAGTTOC TAGCGTITAC 660 

TTQCATACCC GTATCTOCTT TAAOOiriTG GAAaGTTTAN CATGATEAGT TNOTTTGTGC 720 

OCTTTCX'IGC CCCTGCNTTG QCAAGCOGCN CCTATTTTAA NTTACCNCCC GNTIAACGNC 780 

M37TGftACAA AAATGAATTC NrnWjJCT TCOXNATTr TOAG3ATATC CCCN3TTTGA 840 

75 ATTOGANAAA CIGA.TTK30C NmTTNTNT A 871 

(2) INFORMATICS FOR SEQ ID NO: 511: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 850 hase pairs 
5,0 (B) TYPE: nucleic acid 

<C) STRANDEIM-SS-' single 
(D) TOPOLOGY: linear 
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(ii) MDLEXZULE TYPE: IKA (gencraic) 

(vi) CFJGINAL SOURCE: 

(A) ORGANISM: PAG1360RP 



(XX) SEQUENCE DESCRIPTION: SEQ ID NO: 511: 

GWICCriCIC CTCCGCATTC ACAGAATA3V TOCICQ333T CATATCCTCC QCG7ICGAAA 60 

TAA2GAACCG TGACTCCCGC GACCATGTGA GOGATGTGAT GTCGGCGAAA TOCTCCGCGT 120 

GGACCCGGTA GCGCACAAAA <3333^AAACT Q3CGCICM3C ACPGAOXCT GGAGTC03CC 180 

AAATCTCAAG AAACCTCTCA CATOOCAGAG CAAAGAGCTT ACOGTCTGTC GAAAACTTCA 240 

OSTCGTTTAC TTIOTCCTTA AATTTGAAAT GATOTATCAC ATTCCTCGTC TTTATATPCA 300 

cAAo^ATra: co^Acccrrcc acgtcaaocg aaagaagcag hgtaccctog gcattgacgt 360- 

CGATCCTCCG CTATATTCCT TCTAT37ICA TATTCAAAGO TAAACGACIT GTTACCAA1C 420 

AGGTCAAACA CCGATACCCT GTIGCCAACG Q3ZGAGAATA QZAODGITCC ATOCTCCGAA 480 

AACACCACAT TItXCTGTCT GTATTCAGTC CCTA3CAGAT T33AAAACTT GAAATCAGAC 540 

TICATCGTAG T0CAAT3ZCT TGCCTIGCTT GATCTITCAG TGGIGTAGCT (^ICTCATCT 600 

CGAATTAAAT TirCCGTACC AOCCAAAAAA ACANATCCTC CANCraCATC TCAAGATTAT 660 

ATATATATGTT TCGAAAATP3 AANATCCACT CNTCTAAATG GTACACNGTC ATATCAATGT 720 

GTTTNTTTGC TCCANTATCC CNACCATIAC CCT^CTOOAGA ATO3SAATAT ATGOCAGGAT 780 

NTTCOSDCACT TCACCCTCTT TIGACANA3T TCTJX3fiGNTG CTGACAGCCG AGAAAAAAGG 840 

TCAAGCTTTAT 850 
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(2) INFORMATION FOR SEQ ID M3-.512-. 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 851 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPQLCGY: linear 

Hi) !«LECULE TYPE: EUA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1360UP 



IS (xL) SEQUENCE DESCRIPTION: SEQ ID ND:512: 

GATCGATOCA AACCSGGACA ACTACTTAGA AGAGTGCTTG AAAATTAAAA GTGTATTGAG 60 

TGAATTIGAA AATGACGTAC CGGATAAGAC AGATATCACA GGAGTTCTCA ATCCGGTTGC 120 

20 AATTGITGGT TOZCGTGAAC ATGIGTTCTC TGAAAAAACC GGTGTATTGG GAGATCTCGC 180 

Q3CTOSAAAG GAGCAAGTAT ICGGAACATT CTITGCACGT ACCCTTTCGT AIA3TGGTGC 240 

AAACTTACAC TAT3GCCATX: CTGATTP1GT TAATGCTATA TTICTCACTA CCAGACOJIOG 300 

25 TGTAICGAAA C5CTCAAAAQS GCTTACACTT AAGCGAAGAC CTTTTICTTG GGATGAGTTC 360 

CATATTACGT GGG33TAGGA TIAAGCATTG CCAGTACACT CAATCCGGGA AAGGGCGTGA 420 

TITAGGATIT GSSTtXATTT IT^ACTICGC - TACTAAGA1T AGTOCGGGTA "ro3332¥3CA 480 

AATACTCTCA AGGGAATACT TITACTTGTG TICAAATCTC CCACTCGACC CTTTCTAGTr 540 

TCTACTATGC ACATCCGGGA TACTACTTGA ATATGTTTCC AATATCCCTT CTAAOCCCTT 600 

AATTtftNGNAA TTTAT-nXXXXS NATTAATO3C OGTCCTGGTC AATCCt^CCA AAAAININNA 660 

NATTCWITA AOCCCCAAAN CTGCAAAATT TATTGTTGCC ATTNAACCCN TAACCAAGGT 720 

NCXXCNIOC CWJTNANCNA TCCNINICCC NCCOSTNCCC TTCCCAGTTT TGNAAGAAAA 780 

ATTTAAAAAC CNACNCCGG3 TINXCCGAA AATGAAACTN OTANAAGNGC CCCCTTTCAA 840 

ATTTTTTTTT C 851 
(2) INFORMATION FOR SEQ IDNO:513: 

(i) SEQUa^ZE CHARACTERISTICS: 

(A) LENjIH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 



Ui) fCJLECULE TYPE: ENA (genordc) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1362RP 



55 <xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 513: 
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CA.TCATAACC TATTOGGTAC CCGTTGTAGC CTAGCCTTAA AATAATCGAC A TITIU GRAT 60 

TTAGTTATIG CGTGGAAATA AaTTATAlAT ATITXTTCCA AGT7TAATGT CG dTlTA AC 120 

TCACTAAAAT ATOSATGTAA ATTGICTCAA TTO3ACTTTC ATCTTCTATC TATACACTAA 180 

CTGCGA'IOCG ACICATTGIG CTTCACTATT CAAAACATCT TITOIATATC TAATATOCG3 240 

AQ2TAGAAGG CAACTAAATA TOOiGXAA CTTSGTO3CT CTCOCiOiCG CTCTTIGAAT 300 

CGCTO3AATC rriT.CATAC ATGA2CTCGT CGCCATTATC TTCITTTAGA ACGCTAAGTT 360 

CCAAGTCCTT ATGAGATTCC TTCTTOCTT GAGAGACCTC GICATCAAAG ATCATCTTO3 420 

TGTTOGAAAC GACAGGCAGG TTTTCTOCIT GCGACCIGIC ATAGCCTTCA CTTAGCAGTG 480 

AOCCCTOGftG G3ACACCATT CTGCCCGCAG TGT7^CAIT TTTAACACTA AAITTGACTT 540 

TICCGTOCAG CIOITIMOOS TIGCCGICAC CCAGIGGCCT AGAGAC033G CCTIQ33CAT 600 

CCCTCTGGAG AAICGITICG CTX3ZTCCCGT IXXTTACICTC TTOJnATCA ATAAAGICCA 660 

ACCA1CCGGA A1GTTATTTC CTAATCAAGC GTTIGAACTT CGTGATCCAN CAACCATfTIT 720 

GTTGAGGTGA CNNTIGAAAT OOCCCNCGA CNATCCCNAT TTIN3CACA NCOdAATTT 780 

CCCN3CCOCN NTTAANZCAG GOTATCIGOT CCANTGANTA CAItJICNCTT T 831 
(2) INFORMATION FOR SEQ ID NO:514: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LEXJ3IH: 654 base pairs 

(B) TYPE; nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) (ORIGINAL SOURCE: 

;A) ORGANISM: PAG1362UP 



(xi) SB0UEN0E DESCRIPTICK: SEQ ID NO:514: 

40 GATCATAQCT GCAOXTGCC AAGCAGACAT OOTGACATCA TACAGCCAAG AGAGCAGCTA 60 

CGCTOTTACr GAGCIGGAAC AGAG3ZTAAA OSAGTTTCGC ACTAAATCTA GAAAAAATOC 120 

AAGCCACTTT CAGGCACTAC TTTCACTQTT AACTCAGATA GACCATCOQ3 ACAGCAQCCG 180 

^5 GCTAAGICAC CGTACAGTAG TCTTGACATA CATGGAATAT CGCTAAGGAA GGAGGTGEAA 240 

TAGGACACAA AATCATGAGA AGAGTAITGG Ci'lG'IGCACG ATOCCGTO33 CACAAGAICA 300 

AATOCGP3CA CAACAACGAG CCACCCTOCT CTTACTOCCA GCACAAAGGC ATAGCGGAGA 360 

£0 AATGCGIGTT ATCATTTCCG CCCAAGAAGA "33332AAGAA GCCGGAACTA TACITAGAAG 420 

<XX2TTQ3CA'T O3COCTGG0C Q3^IATarOG TT3CAGCAGTT OGAAACTGCA GATCTGCACG 480 

AOCATAAAGC CAGAGCGGAC G3CICTCAIC AAAGCCAAGC TCCTCTOCAT QCOGAGGACT 540 



55 ATACGATCGG GAGCAAGC1G CGCAGATGTA CGAGCTOXC AOCAGAT3TA CIACG3CTOC 
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CCAQ3CGTAC TCGACQ3TTA TGTCGAGTAG TOCGAACXTTT CCCAQ3CQ3S TTGAITCTCC 660 

CQCCAATTGC CACXXXSSATT CTAAACCGAA ANAATQCAAC NCAT33AAOC N33CNTACTT 720 

TNITQ3ACTG TCOCCA3TGC OTNATOCATN GTGCACTTX ATNGAGANNT TGTCATOCTT 780 

CCCX2CTQDG OTGTTTANAT GRNACCNCCC A?GAATACCC CXTTCftCCGTC TTIX33TTCIT 840 

riTOCCCCCC MTT 854 
(2) INFORMATION FOR SBQ ID NC:515: 



<i) SEQUENCE CHARACrERISITCS: 

(A) LENGTH: 853 base pairs 

(B) TYPE: nucleic acid 

,5 (C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANIC: PAG1363RP 



(xi) SEQUENCE DESCRIPTION: SEQ TD ND:515: 

25 GATCATTATC AOCATTAATC TTCAACIOCG CATITXCTCT TAAAOCAATA ACAAAACCOG 60 

CAGATTTQCC TCCAATTQCG TAAG3ATCCT TTAACCCCTT GAOXATACT TOAAAAAOX 120 

CTICACTAGG CCAQXAATA TTAATCTTOG CATO3AACAT ATTCXTAATT TTATCOCAGA 180 

30 AOCTTATnT CTIGGAT33A TCAACTOGAG GTTTCGAAAA ATTGTCTAAA CAATTCATGG 240 

CCTCTTGTAT AGCAGCTICA TAfiGAGCCAC CCCKIXJTCPC CAT33TCATC 1CTTICGAGT 300 

GTATATCCAT TGTTACCTGA CTGTAAATTT TAATAG3CGT TAAAGACCOG C03AAOCOZA 360 

35 ACGAATAATA TAOTTCTATC TCAGAAGAAG TAACOGAAGG AACAAQCG3C ACAAATATCG 420 

TTCGTAGCTC CTTOCTTTGAT TGAATCATAT CCICCAGTAA TAAAGAQ30C AOCATACAAA 480 

TGTATAGCCG GAAAAGAACC TH7TK333AA GOCATAOCTT COQCATATOo ACTAA033TA S40 

4£) GTN333TTAA CCTTNAAANA GCOXCTTAA TTCACOCANC TTO3CTTOCA ATNTAAAAG3 600 

GAAGCCNCCA ^7ITATTCTOG GTTANl'iTiG GAACCCCNTT TNDCOCAAN TTTAATNAAT 660 

TOO^NTTTT ACCCTTCOCA CATOAK03CT TAAANTNNCA TUITTTAOCC CCCCN3XAA 720 

45 GAMTCCOCC ATTTTOGAAA TCTTANftOTC CANACCOCCT TINCATNTFN NAQSA NC TI L, ' 780 

AACTGTCCNT TTI^CCCAAA AANTTAATCC CCCNAAAAAT TCTTTCCTCC 7G033JITTT 840 

CCOCCCTTAC COT 553 

£0 (2) INFORMATICN FOR SEQ ID NO: 516: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7IH: 858 base pairs 
<B) TYPE: nucleic acid 
(C) STRANDEXNESS : single 
£5 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PK31363UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 516: 
GATCGAGGAT ATITCCGTAC GCTOGKmiC GCTOGATGTC AACTACATGS GTGATCGGTT 
QGCeri'l'lCA GIGIOXTTC AAAATATCAA GCACAKDWG TOV^TICTOG 

tgcgctcgag gttcicggct gtitcacaaa ft^ocrox titcgactaa catgtgttga 
actgactotc aagtttcttc aactcacagt gcctgig?gt aacctactag cactatttac 
ctto3gcaaa gaagaagatg aggaostcga agocttitxt cgtaatattt togato3cat 
gaccgaagat ccacaactga atccacagaa ttgiciggag a3gatgagat caagagttac 360 

CACGITOCAT AGCTACTTTT COOOCTAAC TAAGGTTGAT imTIGTTG ATAAOSTTAA 420 

CCTOCCAGAT ATACCACCCA QCITATTGCC TGAGTTGTCA TCIGCCTGTC AGCCTTTGAA 480 

ATACGAAGT? Q33STTTCTA GTITTACTTT TCAAGICACC CGTITTAGCA CCCGAACAGC 540 

CA<33TATAGT ATCCTTTTCA AAAGTCTGAT AGACCGTAGG GTOD3IATCA CATTGTCATC 600 

GTTOCAGTOC QCTCICAGTT AATQXCCTA AAATCCGCCT GAAAAGGCTC CIGAATACAT 660 

CCXXaTJTTO AAGTTCCCAN 1TATATCCAT ATGGTGANAC TATACTTTTC CIGAAAATTT 720 

GACTGGTCCA CQSTGTTTCT GANACAAAGT CAATGGTOCC- CAGTITCTCC OCTACCNTAA 

NATTGAAATG AAACCOCCAN CTTGAACCCC GTINGCAATA CIGTAM3^CT ATTTNTTCCN 

CANAACCOCN CCACGNAN 

(2) INFORMATION FOR SEQ ID NO: 517: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LRCIH: 842 base pairs 
<B> TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: tNA (genome) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1364RP 



780 
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(xi) SEOUENCE DESCRIPTION: SEQ ID NO:517: 

GATCAGATCG ACGICACGTT CCGTSCGCTG CT5CACACCTA CGGACAAGGA CTG3ICTGAG 60 

SO GTCTOGTCCT TCAGOGOGTA CAACAAGATC CAGGTATACC CCCCTCCGTC GOCCAGCGAG 120 

CTGCGGSGCC CCTTCATCGC TGCAACIGflG AATSZOCTOG ACCTGATGTG COGTATGCTG 180 

AQ3ATGGACC CQCACAAACG GTGGGACACG ACTCGTTOCC TGCTCAGTCA GTATTTTGTA 240 



55 GAGCTTCCGG SGGOGACACC TCCTACGGAA CTPZCAAAAC TAAATAAGTA AIGACTATGA 
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TAACCTAGAT OGTA3ACTCG GACGTTTTGT GTTTGTOCTT TCAG3CGATG /OOTGGCFT 360 

TTATO3TATC GCPGACGTTG CCTGAAAAAG ATTCAACGIC TCQGTAACAG ATTP3CG3AG 420 

ACTACTTGTT GAAAGAACAA AGACCAGAGC GCK333ATO2 TOOCOCAAT GACGAACCCA 480 

CTCCGCCTTA TTO3CGCTGG CTGCAGGTTC CTTAGCACCA ACAATAGGCC OCCftCTOCflC 540 

AAGATCTTTC CCTCCAAGAA (XTOGTCAAC AOSATGCTGT TCOGACCTTG AIA3CCGACT 600 

GACCTIC033 AAATTACTTG CCTTGTATAC GAGC20TTGT ACACCCAATT AGACAGTOAT 660 

TA03GGCAAT TTCHATflCC CCNXMrTTG AM332NCCGA CNTHTTATCC TCAAAAGNTG 720 

CTN3AAAAAA TCCCCGCNAA M3AAAANMCC ATOGCCATCT ANTTGNCTNG AAACAACTGC 780 

TTTACTGCTG CCCAA3NGAN ACCAAAATCN COXOGTACC TTCACCCINT CACCQ3CJINC 840 
CT 

(2) DEFORMATION FCR SEQ 3D NO: 518: 

(i) SEQUENCE CHARACTERISTICS: 

(A> LENGTH: 869 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS: single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1364UP 



842 



{xx) SEQUENCE DESCRIPTION: SEQ ID NO: 518: 

GATCTAGTGC TTCACAAGCT AGAAGCTCCA ACCATGAAAG AGCGATCGAT CCTCAGAACA 60 

35 CTTTTTCTCT GGAGGCTTAT CAATGCTCTT TCTATOCGCA GCTTCTTCCA GGCAGATGAA 120 

TACTO3CAGT CGCTGGAGCC TGCOCATGTT AAG3ZGTTTG GATATGGTGG GCTGACTTGG 180 

GAGT33CAGC ATG3GCTGCG CAGCTATGCA TICCCGATGC TCTTTGAAAT GTCGTACTAT 240 

C7TGGCGTGGA TACTGGGTGT G32CACCCGG ATGGCGCTGC AGGGGTTGGC ACATOCGACG 300 

OOXTGTGTG GGGCGGTGGT GCCGAGCGGC QCGGCGGOCG T33COGCGAT GAAGGCCGTC 360 

TOGGAGCTGC CGGAGQCAGC GCAGGAACTG CTTGGArTrACT ACGGGGTATT GTACGGGCCG 420 

45 CGAGTGGTGA TG3333CGGT AGCAGCGTGC G3GGAGTTCT ACAGCGTGCT GCTGGTGCGC 480 

AAGCTGTATC TGCGAGTCOC GGATAAGGGG C^OGACCCAG AAGGGCGACG CO3Q3CX330T 540 

CAGCCQ3TTG CCQCTGAATG CTGACCATGA CAAACTTCTT CAACTGTTTC riX330GAACG 600 

£0 CAACGTTCAT CACTOCTNCA AAATAACCCC CtOCCGKK: GCCTCTAACC NATTTOGATT 660 

GGANOCGGGG CCCANLTl'lG GTTCTCNTQG CCTTCCACCN CAACTTTNGC GGTO3CTGCN 720 

TTTQOCTGCC CTGCACGGOC NATACTTTTT ATCTTGGCCT CCCTGCCTGT TCTTGTGCCA 780 

55 ACCK7ITGCC CACCAAAGGT GCACTCNNTT ANCCTGKXX: TKXJITSCCC CCfrGOCCOGC 840 
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OJJL'l'lTlUJ ATACCANTNA £COJCTCCT 869 

(2) DEFORMATION FOR SEQ ID NO: 519: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 839 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1365RP 



(Xi) SEQUENCE DESCRIPTICN: SEQ ID NO: 519: 

GATCTOCGQC CC<3CGGAAGA CGCACAG3AA AOCGAATCGA O3303332GA OX3CTACTCG 60 

20 A03GftCAAAA GCPOTI'PC&Z GTCCTCCGTG CA33CGGTOC TCAG?<XGAG CACAGCGTCG 120 

GC^GCCADCG CAGATACAGC AATG3GCAGT TCAACGGCAG COVXGAT?G CO0333CGGC 180 

QCTASGATQG ATGCAOCCGA CO^GATGAC G03ADXGCA CCTTQGJGCT GCGOCTTGCA 240 

GCCCTCGCCA CGCAOS^CCC GGCTGTQSAC O33CGAG033 O30GTCO0CG 300 

GCGTCGCCCG CCGCGCCGCC CAQCCCGCCG CCCANCGCGG CGAO3GftG03 GTCGGftCGfiG 360 

GCX33CCGCGC CQCTOGfOGT GCCCAW3CAG CGCG30GACG C330CACGOC GO0003CQ3C 420 

CAGCCQGTOC G0COOCGO0C CACCASCCCC TICODCGTGA TTTCGGTCGG CG3CTCCAO? 480 

/CGTTCAAGC COOCGGCG33 Q3CQ3ACG33 GCAIGTCGTC CQCG33CGAC 540 

AAGSOCGC^sC CCOIGTO03C GAACGW32AG A3CATGCTCA PGTIGCCQQS QiAGCNCANC 600 

TACCCTGACC ATCAATTCNT CNACTGTTCA A^NATTAA TTICCTGAKA AOTTGAANAA 660 



AN3XJKXX7T GTNCTTGAAG AANTXCCCNN ANTAACNftCC CCCTN3ACAG CTCNGA.TTTC 720 

CICCNCCTTA TTOTAAAAAA TTTCAAASNC G3GTGGTNCT TCCCCCNCTN CCCAACNTTT 780 

TAAAANSTTC CCACGGCNTN NTCNNODCNN NATTTG3XC CCCOITCCNT 3rjXNQ3T 839 

(2) INFCRMATICN FOR SEQ ID NO: 520: 

(i) SEQUENCE CHARACTERISTICS: 
*s (A) LENGTH: 851 base pairs 

(B) TYPE-, nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



<ii) M3LEEULE TYPE: DNA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1365UP 



<xi) SEQUENCE DESCRIPTION : SEQ ID NO: 520: 
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CCTTCATO3A GCGTQCPGCA CICCACGACA CCGAAGCGGT OJIDCGCOCG 60 

£030330333 O330CGTGCA OTKJEATCTC 033CC03333 G0333CTOCG 120 

QCQQV333X TO3£CGAGTT CTJIGGGCGGA OCCTIAGCGG CGACCCCACT CO330CGGCG 180 

TGGGAIGTGT ACTITATGCA CCTCOCGCGG CICC03GCCT OCCX7TTCCAA CIGCA3GAAG 240 

CQOOJTGTCG GGTGOoTGAT TT3TGCGCGOC TGOCG33TCA TTGCC^CCGG GTATAATO33 300 

AO3D3303CC ACITGCGCAA TTGCCACGAC Q3CG33TGCG CGCX3CTGCAA 033333CQ3C 360 

AGIOOXTOC ACACCIGTCT CTTTTTACAC 0333A03AGA ATQCGTTACT Q3&33C0333 420 

CX933AO3303 TGGGCGAG33 03CX33TGCTG TACTGCGACA CCK7P0CGTG TTIGACATGT 480 

TCC<7TGAAGA TCGTTCAG?C G3Q3ATCACG GW3C7IGGTTT ACTCGCAGAC CTACCGGATG 540 

GACA033ACA CCTICAAGGT ACTGCGGGCG Cm3333TCA GGTCCCGCCA OCTACA03AC 600 

QCGTP30CCC OCACmnA TTATATNN3C N33CN3CTTT CCCN3CAACN CCTAAACTTG 660 

crcrrnTiTc: ataiaaggnc <xcccggtnc cgwttmcaaa <3naaii]coc aaccnitcit 720 

TimTCCGAG GO»333AAT TTTC0OO33A TNTNM3300C CCCCCCGT**! TOCOJITACC 780 

cwmmrr c<xcaatcct ccxooocgaan co-tjcnccaa ocxtictcgnn tttcticcacx: 84 o 

CK3*XTGNCC T 851 

(2) INFORMATION FOR SEQ ID NO:521: 

(i) SEQUENCE CHARACTERISTICS: 
30 (A) LEN3IH: 823 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (gencmic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1366RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 521: 

GATCCAACGG TCAACCAATG CCTCCGAGAT TGCCGGCATA GCG3ATGAGA TTOXAAAGC 60 

GGAGAAGCAG GACACCTCCG 0^3G33TGTC TCCCATGGGT CTXCTICCTAG G02ATGCAOC 120 

GAGTCCTTTC G37GCTTTGA ACGTOCTTAA CAGITCTGCC GAGCTCTTGA AOCAGCCGQ3 180 

GCJXXXXXJTG CTCTCAAGGG CATGATGGAG GZTCCGTCTA ACACGACTAA 240 

GGCAATIGAC TTCATCATGG AGCGTGCAAG TCATCCAAAG CCTGGC&CGG CAGAGCAG3T 300 

GAIC<3GTCTA GATATQGTAC TCCAGAATGC CGTGAACTCA AGC3AAA0CT TT3CAAATAT 360 

CATAAAAATG CAGATCCCAT CGACCGAGGA (7TCCCAGAAG GCCCTCCCAA CHTIX3TT033 420 

CTTGTTGTCG TACICGACTG ACAAGATCGA GAGCATGAAA TCCGTGATTA AGCTGATAGA 480 

GTTCGGTGAA AAC^CCCCTG ATGTATTGAA TCCTGTCCTA GAAGTGCTCC AAGCTTCCGT 540 
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GAAGGTCAAC «5ATIWT«: CCTCCGAAAG AAT7TTNGAC TIACACCCAC ATCCIOGAAA 600 

CTTCATTTITr aTTGCGACTT ACAAACTGGC ATTTCCCAAT CTCCCATTTG TTOCCTTAAC 660 

GGTCCCCAAA Q3TITGCACA CCT^JtfJTCCT NOTTICA ATfXJCTACTC CTNTNNCCNA 720 

CCNAN3AATC atfJITGOSCC TTNTTTAANN CAAATCNGNC CANATNTACC CCCAGGTTTT 780 

TlYiUGAAAN CCCTITTIANA CCTTTCCCOC CCTCCCTTIH NAT 823 
(2) Il^CRMATICtJ FOR SEQ ID NO: 522: 



(i) SEQUEjgCE CHARACTERISTICS: 

(A> LENGTH: 854 base pairs 
<B) TYPE: nucleic acid 
15 (C) STRANDEU^ESS : single 

<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (genomic) 



(vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1365UP 



(xi) SB20ENZE DESCRIPTION: SEQ IDNO:522: 

GATCTTATCA GGATAAATGA TTTOCTCCCG GAAAGTCGAT AAATTGCTCA TATATGCCCT 60 

CTG0333AGA TAATATATOG GACTTTCGCC AITITCAGCA TLTCTACGCG GCATGATTAG 120 

CTTCGTAGGC TTCTTA333T TAGTAAACGA TIXDCAAAACA GOCCACAACC CCCCAAGGAC 180 

CCTGAAAAGA GAAGACTTOC COCACCCATT AOGACCTATA ATCAATAC^X OGTL70ZATG 240 

CTTCAACTCG AAGTTAAGTT CQ33SATAAG GACCTGATTA OCAGGTGTCA CTAGTGGAAC 300 

AT^ACGAAT TGAATCTTAG AATCGTCGTA TICTATAATG ACCTLTTTCC CATCAGTCTT 360 

CGAACTACTT CCA3CGTCTA GCCTGTCATT GAAATTTGTT AACCGTAGGG CCTCTCCCTT 420 

TAGCTGCTG3 ATACTACGGC GCAGTTCGAC ATAGCGGCCA ATAGATGCGG ACGCAGTTAG 480 

CAGTAAACGT CTGTTGGTGA TAAAATCAGC GGTGACATCC TCAGCCATAT TAGAACGAAA 540 

GAAGACGGQG ATAGAGCATA ATATCAAGCC OiGCAGCGCC CCAGACGTAC TTCACCACAA 600 

AGCTAGTACA ATTO3TACAG TGCTCTTAAA TTTATCTCCC OCOXTNAGA ATAACTTACT 660 

GGTTANAAAN AAAAACCCAA TCCCATATTC GGTNTTTGAC CNIGAATAAA C^^^>JCCNCN 720 

TTGCTTGACC r^ACTT'^AT TTATGACCGA ATTACCNCCA TTTTCCCCTG ACATACCGTT 780 

CAATTGGMM3 TTTGAOCTCC CACTNATTAT GATTNAAATC AACCCATCCN GTCCTTCN3C 840 

TTTCCCTGGN CATC 854 
(2) INFORMATION FOR SEQ ID NO:523: 



< i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 824 base pairs 

(B) TYPE: nucleic acid 
55 (C) STOANDEXNESS: single 

(D) TOPOLOGY: linear 
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(ii) M3LECUL£ TYPE: CNA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1367KP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 523 : 

CGATCU3CCC CCGITCGCOC CGTJR333CC OGTOCCCQCC QCX^rmCT GfTTTOCGOG 60 

CAG3TCCAOC Q03CCTCCOC (JLJIUI'IULUC TAQCGGATTG TICATTCCCT GIGTIGCCTC 120 

ctgacigtoc actcc^cctc tiuiatocgc aa/muiur caagtocgoc ccaaactctg i8Q 

TTTTCCTGTC TGTCCAGAGT TTCCGTCTCT QGCTTGCGCTA CTOOCTAGCT GCCGITTQ3T 240 

ATCGAQ3ftGA AGTGTGTOK5 TATCTGATTT GTTTAICTGC TTTXX7TTCTC CIAIAAGCTT 300 

TTTGTAATGA AAAAAATTAT GAAAACGGGA AA3CTCTIG3A A1TTOGAAAT GCTGCTO3CG 360 

CTODGTIUTT CAACTTCC^G 03CO3CCGTC TCGTICTACT GCICKJTKT TGGTCTAGCT 420 

TTCQCTATIT TTICTOCTDG GTTTOXTIC TITITICTGC AACQCAAGGG aXX3CTOCGT 480 

QCCTGAGGrra OCACGTGGCT aCACAAGTOC CX33COCC033 CAACCGAGCC aXrCAGTTAC 540 

CGOXAACTC TGOCGCCGAT C0CCTOCG3A GGCITACGGC M30XTVTATT TAATH3TTAC 600 

GTAAGTCACG TOSAGCTAGC AOJ1ULT1US C2GCTCM30C QCaCGTCAOG TAG33TOTCA 660 

CTAATO3CQ3 CGACCIGGTG OCTTAAANGA OGGGTTACNC OGTIAAGTIG GAAAOOCNCC 720 

AATAAATTAC NTACCCNTTA AACACACG33 ANAAAAANAN NCCC03CM2A NAAGNANCTT 780 

AGCOCGGTOC OOCAAGCCCG GNXNCCCCA GAAN 824 

(2) I3IDKMATION FCR SEQ ID NO: 524: 

(i) SEQUENCE CHARACTERISTICS: 
3 5 (A) LENGTH: 850 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOFOLCC7Y: linear 
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(ii) MOLECULE TYPE: DNA (genomic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1367UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 524: 

GATGTTATGG GIGGTTCTCT AG33CTGAAA GXOSATATG GACAGTCGAA ATOGGCAGCA 60 

CAATTTATTA TAAAACGTGC AGGTGAGCGT C03TTACGCG GTTGTATATT GAGGCCAGOC 120 

TATGTGACTG GTrCCCCTTC TACAQGAGCT TCTAACGCG3 ATGACTi'lCT GCTOCGGTTC 180 

CTACGGGGAT GTGTTCAGTT AG3IAAAATT CCTGATATTC AAGGAACIGT TAATATGGTA 240 

CGAGTTGATT ATCTGGCACG GTTAOCAACA QCGOCTTOCT TCTCGTCATC AGGCAATACA 300 

CATATGATGG TTCTAAATGT CAATGCGAAA OCAAGAATAT ClATTCAGQGA CIATCTACTA 360 
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OCRCTGAAGG AATACGGGTA CCAGGTAACA TCAGTTCCTT ATGAGGAGTG GAGTAAG3CG 420 

CTTGAATCGT CGAGPGATGA AGAAAATCCT TTGTATCCG2 TATTGEACCT TGTCCTAGAT 480 

GACTTGCCTA AAAACIGG3Z AGTCCTGAAC TCGATACTfiC TAATGCGAAA TITCnTP C 540 

AAGAAGATTT TGCQ333ACG AATATTGAGC CAATTATCAT TACTTO33TG TCATTAGAGT 600 

TGTGGGTCCC CATATCTCAT TITTGCATAA T1TAGCTCCC NANAANAACC AOCTAAAGTT 660 

CCCAGCCCCT GCCNATATTC I^TC'ILXJCGA CGAACAAATT CCTTAATANC NCATACCNCT 720 

GO*XGAACA TACAMIAAOC CNTAAATACC NCAAATTGTN GACAACATGA NKJTITATTT 780 

TTTTTATATT ACAACCTATT ATTAACCAAA TTT7TNATCAC CATCNTCTNI GAOXCCTCT 840 
CTGACAAA1T 

(2) INFCKMATICN FCR SEQ ID NO: 525: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 825 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1368RP 
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30 <xi) SEQUENCE DESCRIPTICN: SEQ ID NO; 525: 

GATCATCTGA AGTAATAIAG AATCTGOATG G3COCAAACC GTTO033TOC AATGTAGCOC 60 

CX33TGTAGCG GCCATCGGTA AA33TGSOCA AOXAGGGCC ATCCCATGGT TO2ATCAAAC 120 

35 AGGCGGCCCA GTCAAACCAA GOCTTCAGGT TAGAA1CCAT GTCCTTGT33 TA3XTTCTG 180 

GAAOCATCAA OCACATCQCT TCG3GTAATG ACAGAACAOC A1TTATCACT AGTAATTCTA 240 

OCACATTGTC CAGCXXX33CA GAGTCGGATC CGCCTTCTTC GATAATCQGA TAAAGCITCT 300 

40 OCfturiWiC TTOSAAAACG GCGGA1GCCA TGACACCTTC CTTCGCACGC ATCCAGTTTT 360 

TCnGCCTCT TAGGGTATTA ATTTCACCGT TC7TGTGCAAG CCAGCGCAGA GGCTG3GCAC 420 

GSPCOCAAGA TGGGAATGTA TTGGTTGGAG AAACGAGAGT GTACCAGOGC CAGGTGAGAC 480 

45 TTGAAATGAG CATTGGTCAA GTCGTGGTAA TAATTATACA CCIGGCAGGG TCAATTGACC 540 

TTTGTACACA ATIGTOCGGT TATTTAGGAG CACACAGTEA ACAGITCTGA TACCGATGGC 600 

OGTTAAACCC NNJI'ITCTIT AAATNTTAAA CTGGCATCCN GAAGTCTCTC GTNATTANCC 660 

TGAATCITOJ COCGATACTC CTGOCCATAT TlLTl ' lU OJ CAACAACGTT TTTGAAATGG 720 

TITCCCAAAA CCAAGGAACC NAAAGAAATN CH7IGGACNC CTCCAACCCN AACCCNNATT 780 

TAACAATCGG TACTN3CCAA TTTNTTCAAG CNNAACCTGT NNNCT 825 
(2) INFORMATION FOR SEQ ID NO: 526 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 839 base pairs 

(B) TYPE: nucleic acid 

s (C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LNA (gencmic) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: RAG136SUP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 526: 

,s GATCGTGACG ACTTB3TGTT TTACTTCAAC CGTATTGCAA CGATCTT33T TTCQ33QGCT 60 

TTGGATGACA TTGCTATCGT GCQ33ATGAA CTOCCATTGG TGACTGCATC CGGATATCAA 120 

CTGGAGAAGC CTGTTCATGT GAATTTTGAC AAGATTACG3 CIX7IGAATAT TORXXTTCT 180 

GOOGACTCTT TCATG3CTTC CCTACGCAAA ACAGTGCCAA ATATATCCAT CCUTAAATTG 240 

CTCATTCAGT CTGACTCTCA AACAGGTGAG CCGCAGTTAC ATTGCGftGlT CTTACCAGTC 300 

AACATT3XG QCTCTTTCGA CCAGGTOCTA TTGATGGATG CACAAATAAT CTCAGGCOCA 360 

GCAATTATCA TG3CTATTCA AGTGCTAGTr GACCATGGTG TTCAACTATC AAAAATAAAG 420 

CTTTATTCTICT ACTTAGCCAC TGAAATTG3A ATAAGAA33A TAATAAATGC CTTTAACAAC 480 

AA£CTATCAT ATATGCG33C GAAATTATA7 CAGAOGAAAG TATGACAGAT GGCCAATGTA 540 

CIGGGCGAGG GTGAGATTCA TCGACTCAW3 ATACTTTOQC TGIGACTGAT TCAGAGCTTT 600 

TGCTGCCCAN QCAGGAATTA ANAACTTITG GIGCEATTOC ATGTFIACAAT ATTAGCATTT 660 

ATCATCCATA OCATAGCTGC TTTACNATAG CATNEAATTT TACTATCTrT NAACCCACCC 720 

AGACTATTTT TCCCCOCNTA CTTTACNAAN ANTTTAANCA ACTGACCCCC OGNTATAATT 780 

GCCCA1CCAA CACCCCCCNC CTCNTAWAA ANAOCNACTT QGAACGACT5 GGAACCNCC 839 
(2) INFORMATION FOR SEQ ID N0:527: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 851 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1369RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 527: 
GATCGCCTAC TTGTCTCAGG AACTTGTTAT CATGAGAGAT GATATGTGCA ACAGGTTTAA 60 
55 GCGCAATAGC ATTATTTTCC CAACAGT33A /CAGGAACAG AAACAGGAAT ATATXTGTT 120 
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ACAQIAGGAG CTCCAGGATG ATGAACGTAG TTCXX5ATCTC TCCATTAGTC AACTGATTAA 180 
GTCCAGGGAC CAATTCOCTG OCACTGTCCA Q3AGTCCAGG AAGATAGTCA AAAO^lICCT 
OGATCMCAA CACCTrTCGC CCTTTACCiC QCAGG1ULUC CCTATAACGT COGACTATGA 

CTACACGTTG CACCTGTCCC CAATAOCCTC CACIATCATC ATITOCGACC O^ACTGCACC 360 

GAAATATGAT GTTACTTACA ACQ3CTGCAA GAGTATCAAT CCTOXTCAT TTCTCCACAA 420 

GCGGAGCG7C AACTATACTG AGTACACTCC TKUnXTC AAAGCAACAG AGGAAGAAAT 480 

•lUiWiUIflG GACTTTAAAC TTACATATAA TGICAAATAT AAAGOTrTCA GACGTCGTCA 540 

TC^TTCGTAT GGATATiVXT TGAACTTTTC CCGTAATATC GTATGGCATA CAGTAGAOQG 600 

GGTCAAHGG AACAACCCGN CGTGCTTCTT CAAACTQGNC COCANNZAAT CeCAAAAAAT 660 

TNTGGAAAAC TTOCACCTAG ATTTTCTGGC CATCQCN3AT COCOnCCNCT CTTTGATTCC 720 

TMIAN^CCCA GANNAAIOC CCNCrnOCT ^TCATCCAT CCAATTCCNA 780 

n^jttaaans caxoccaac ttitcaactt ttcgatitin nimstttccg tcogcni-ccc 840 

OSGTnSCAGAC C g 51 
(2) INFCRMATIC*! FOR SEQ ID NO:528: 

(i) SS?JEM2E CHARACTERISTICS: 

(A) LENGTH: 858 hase pairs 

(B) TYPE: nucleic acid 
<C) STRANDEEMESS : single 
<D) TOPOLOGY: linear 

<ii> MOLECULE TYPE: UNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1369UP 



(xi) S££UEMCE DESCRIPTION: SDQ 3D NO:528: 

GATCAAGACG AACCAGAAGA AGACGCG3TA CGCATGTACG TGCCACCTGG TGCCGTCGGA 60 

40 GGCGGCCAAG GCGATCGCTC TGGACCGCGA CAOXGCCTG GGGCTGGTAA TATGCGTGGA 120 

COCGACGGTG GACACACGGG CGCCGCACAT ACAGAGCATT CTGGCGCAGC AGCAGAGGAA 180 

GTACGGGCGC AOGGTGCCAA CCATCCGTGT GGCGGTGATT AATTCGATCG AACATTGCGA 240 

45 GTIUTTTTTC GGCAAAACGC TCGACCGGAA CACACGGGAC TACCTGGTAA ACGTGAGCQC 300 

TGCAATGGTG GTGTTGCGCG AIGTGGTGGG GACCCTGCCG CCCGACCTGA GGCCAATATA 360 

TTCGCAAAAC CTGAGGTACC TGATAGACTG GTTGGATACC CCTGAGAGGC CATGGCCGTT 420 

SO GTCGGACTTC TATCCGGTGA ACT7IATACAC TGCAATGGAC GTGGAGCGCT COCTGOTGAC 480 

OGAGGTGAAA TACICCCCAG AATAATCACT CCCTTGGAGG ATGCGTTTTA CCAACQGCAA 540 

C^AACTTACC ATAGTTCCNT OGACAAAGGA ACCGIGGAAA TGCGCCGATC TCCCTACTAC 600 

SS CCAAATAAGC GTTTTGAAAA ATGACTACAT TMjAATCCCN CCNAOCAAAA TTGAACACTC 660 
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CCOT3AANNA NCATACNAAN CCAAAAGTTT C3ZTAAATATXT TCTTTOCNTN CTACACTOAC 

OXNACTNTT QCA033AAAG GNCIXTnTTT AAACTTCCAC TCNGACTTT^A TrmOXCr 

CmCOVTCC ACCNAANCAA CKJL'INITCN AACCATAGAA CMTTTTTCXT TITAAAACAC 

TNAGAACCAT TTNAAAAT 

(2) INFORMATION PCR SEQ ID N0:529: 

(i) SEQUENCE CHARACTERISTICS: 
(A) LEN3TH: 834 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEDNESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LMA (gencrfiic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31370RP 
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(xi) SEQUENCE DESCRIPTION: SBQ H>NO:529: 

GA30TGTAC AACIGAQCCT AOGTCTTCTT GITGAACGGT AACCICCACA TICATTATK3 60 

(JLTCCAATAT G3AGAA03CC GAAGTK37TA AACTCGICPG TOCTCAIATG AITAAAOGAC 120 

OCACAGTCAG CAGAATOSAT GCAOCTOCTC C3CAGTCTAG COTTAOCCGC CAOCCTITAA 180 

CATGAATCAC ACACGAGTGT AGAOGAAAGC CTOCOGTITT ACCACCTCTT TOCAAAGCCA 240 

CTATCJCAACA CGAGATGAEA GAGTTCACGA ATOCCTCAIA TITCAAT3GA AATOOCCAAT 300 

TCJrCTKXTTT AAAGCGTOGG TTTOGATCTA TGftCAAGATA GTTATEATCG CTTCCCAM33 360 

aTTACCATCC GTTACTCAAT AGT2CTITAT CITOTTCAIT GTATK3CG3A ACTTOGACTT 420 

CGAACGAATA TOCATCATCT GTTTCAGAGT OCT1DCTCTC TGTACCAGTA TTAATOGTIT 480 

CCTIGTATCA AACTOCTACC TTOCCTACTC TIAOOXX3C CITAAATKZA TIGAQCAGCC 540 

GTO03CTGCT ATITOCAGTO CATK30CCCC ATCCCATTCA TCACTGTCTG AOCAGICTCC 600 

TCATCOCTCA CNAATAOCAC NAOCOTICCC CNCTCGTTAG CT3CNNCAN3 ATOACCCNAT 660 

ANCCTTTINT TCCCCAANTT <XCCOGlCCN NCAN03NXT AAAANGGTGG N3C7TANTCAT 720 

GQGIWnTCC CANITCWANT TCNXTITTG AAAAACAATC COCTITAAG* 1NNAAGNCNA 780 

AAN33GTICC CTTCTAANTC TGTCCCCTK5 Q3CCCNCMC C0CAATNCO3 AGAT 834 
(2> DEFORMATION FOR SEQ ID NO". 530: 

(i) SEQUENCE CHAFJ^TERI STICS : 

(A) LENGTH: 840 base pairs 

(B) TYPE: nucleic acid 

(C) STRANCEDMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1370UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 530: 

CATCGCAGAG GAGGAGCCCA TI032ACGCT TGCATGGAAG GfiGSPCMOCT TTGftGAATTT 60 

TCTOOD3GAG GTGACATCCG ATGAG30GCG CGAG&CGCTC GTITCCGAGG A3GATOCCOC 120 

CACCTAOCTG GCX2AAGCTTT TATGAC33CT GTCOGTOCTT TTAAATrGTT ACATACTGTA 180 

O^TATTCGCT TTAGICGTAC CflCATTITCA TCAGCTCTTC GGAAACCOCG CTGGGCGTCA 240 

CCACGCCCAG GICTGTEGATC AGCGCOTTAA TGTGCTCGTG 03ACGTGTAG TOGATGGACG 300 

33CTTAGCAG CTCOICTGAC TOnCGCTGC C03AGAAGTC CAO0333TCA CGCTCCATGG 360 

GCAAGTCG-rc: C0333AAAGC C<3CAACATCC TIACAAACTT CTXGATTCG CTTACGACGT 420 

AC^TGGCTT GOGTGCGTTC TTCQCGAGGA OCOCTACCGT GIT^XTCCCC ACGAGATTTA 480 

TGA3GCCGCC CCACTCGGCC ACGCOCTCCG OTCCAACCAG CACTK3TCGA TTTIGIGTAT 540 

GATOSACOCA CCCOSCTOTC CACGATCATC GTCACOGGAT GCCCTITGCT TGCAGCAGGT 600 

CATACAGCTG CTIGCCCTGC (XOGAAGGCC OTIGCTCCGT (^OGANftCAC CGGAAGCAAT 660 

cactctcacc tgttactcac acgaaanncg ocxxcaaacc agitcccaaa AatnCTOCTC 720 

TGTTAGATCC NXCAIdTT GlNCnTTIN TNGACGCTIG CODGAAN2AA AACGTCCNTT 

cctjzngttgc tgctgnaocc cxctcccana TmTnrroc coccccnccc nottcntct 

(2) INFORMATION FOR SEQ ID NO: 531: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 835 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1371RP 
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(xi) SEQUENCE DESCRIPnON: SEQ ID NO:531: 
GATCGAGAAC AACTACGACA ACAGCCACGC AGACGGCGCG GAACCGCTCA AGCCGAGCTA 

45 TATTTTTGAG TACCTTGCCT CGCTCATGTA OCAGCQCCGC TCAAACCTGA ACCCGCTCTG 

GAACGCCATC ATCGTCGCCG GCGTCGAGGA CGGCCAGGCC TICCTGCGTT ATGTGGACCT 
CAAGOGCGTC AAGTACTCCG CCCCAAGCTT COCTACIGGC TTTGCCGCCC ATATGGCCAT 240 

50 TCCTCTCATG CGTAAAGTCG CAGAIGCCGA AAAAGACGTC OXI33CGTCG ACCTCTCAAT 300 

IGCGCGAGOG ACTATOCTGG AGTCCATGAA QoTGTTAXrC TACCGOGATG CGCGTAGTTC 360 
CCGTCGCTTC TCGCTTGCCA TCATCGACAA TGAIGCCGGT GICAGCATCG AGCAACTGGA 420 

55 
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AGTOG&AAAC ATGACCTGGG G7ITCGOCAA CGATATTCGG OXTAEGOCA CCCAGAATGT 480 

CTGAGIWX3S QOGCGCAAGC GCCGCACCTG TATACTATCT TGTCCCGGCT QCTCGCCAAC 540 

OXTGXTAC TCACATACAT ATCAAGATGC ATAATCAATC T07ICATGAA OXACCTCTG 600 

TiriUlUAT ACTCTTCTCG OXOTAICCT GftCT?OXTC GAGIT3CAAAA AGAGCCACTT 660 

TGAAACAACA CGAGTCGCAG CTAA03CAN ATCCGANEAA NCAACNCACA CFTCAASTCA 720 

CTTATGAAAT GCCCAAGGTT CATTGAACTG AOSTCCTTGG AACNr-TTGGGN G3TC53AAACG 780 

CCCTCTTCAN TTGAACCAAA GTCCftCAANN ACX-TCATTITTr TTNAAOCGTT OOQCC 835 
(2) INFORMA1TCN FOR SEQ ID NO:532: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMJTH: 850 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS: single 
<D) TOPOLOGY: linear 

<ii) MDLBCULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1371UP 



(xi) SEQUENCE EESCRIPnON: SEQ ID NO; 532: 

C^TOCATTOT GOX7TTTGGAG GTCACGC3CAC GGACGTGGAC ATGTACGTGA TGAGCTTCGA 60 

CGGOCAGCTC TICATTCGTG CGCCACGCAA GAAGCTTGAG TIDOOGACGT CTCCGC03GA 120 

GAGTTQ3GCG TACCTTGCGT ATTACAGCGG ATACAAATTC GAGCGCATGG CGCTCCTGGA 180 

CCGTCCGGTG OCOGAAACTC CGCOCGAGGT TOTGGAGAGC CGCGGCAAAC AGGTCGTCCG 240 

35 CAACOJTtXG CAATACAGGA CTGTGATGAG AACCG3CGTC <3332t£CPCA AGCTGGTGCT 300 

CGGAGCTGAG ATOGACGGCA TCATTGACTT CCGOGACCCT ACCOXGACA ACCTGAAGCA 360 

CTACGTGGAG CTGAAOGTGT GTCAGAAGAA CCQ3AACTTC TCAGAGAAAC TTTTCTCTTC 420 

TTGCXTGCAA TGCTTTCTGG TGGGCATAAA CAGGGTTATT ATIGGATTCC GGGATGAGAA 480 

ATTCGTCCTG AAGAOCGTCG AGGAGTTGGN TACGTCAGAG ATCCCACACC TGTTAAAGGG 540 

CACGGAATAT TOCAATGTAT GTOTGGAOOC AATAGAGTGG TATGOTGCTC TTACGAAGTG 600 

GCTATGTGAG CTCCGCGGGG GCTGAANACA CTTCAACTGT ACAGCTCTCC ^rX^CCCN^G 660 

CroCTTACGT NTGO-rxCCT CODCNACAAT ACTCCCCNAN M533ACNATT mrXTGTTTG 720 

TTCCCCAATT GGCGCQ37CC CNATATAMN CANATTCCNN CWIWrTCC CTTWTGNTTT 780 

TAAAAACCCN TTWTTCCCAC CNATTTNCCC AC^JOACANA GCl^TTCCCC AOCAmTTTN 840 

CCCANCCNCA 850 
!2) INFORMATICtJ FOR SEQ ID NO:533: 



55 



U) SEQUENCE CHARACTERISTICS: 

(A) TfTCTH: 835 base pairs 
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<B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

iii) MDLECULE TYPE: DNA (gencmic) 

!vi) CRIGTNAL SOURCE: 

(A) ORGANISM: PAG1372RP 



(xi) SEQUENCE CESCRIPTTON: SEQ ID NO:533: 

CMCTEAAAA TAAGATAGAA TOGTAATAAA TATCATTCAG GEftCAATAGA TCCTGGK7TT 6D 

, 5 ACTAAAOSAT TACCTO3AAT ATAATTATCA OSATGTOCTA AAGTATTAOS TGAAAAGAAT 120 

ACAAATAATG AAAAGAAAAT TATAAATACA AATACIGTEA CTAAATCTTT AAAAATAAAA 180 

TAACCATGCA TIUTTAATCT ATCTAAATrA OCTOTAATAC CTAAT3GATT TCAT3AACCA 240 

20 TGTACATGTA ATAGCATTAA ATOCATAATT ACTATTOOTO CAATAATAAA TEGTACTAAA 300 

TAATGAAATA GAAAGAATCT TAE7AIAGEA CGATEACTAA CACTAAATGA TCCTCATAAT 360 

CATAGTACAA TATOATTTOC AATAAA2GGA ATAGCACTAA ATAAATTAGT AATAACACTA 420 

?5 GCACCTCAAT GTCACATTTC TOCATATACT AAACAATAAC CTAAGAAAGC TGCTOCTATA 480 

GTTAAAATAA AGATAATAAC ACCAACTCTT CATACAATAA CTCTAGGIGA TTTATAAGAA 540 

CCATAATATA AACOTTTACC AATATGAATA TACATACAAA TAAAGAAGAA TGAAGCACCA 600 

30 TTAAGATOCA TATATCTAAT TAATCAACCT AGITGTACTC TOTCATAATA 1GITCTA CTG 660 

ATGANAAAGC TAATCCATAT TANATCAATA AC<^X1*JCTA AAAAATACCN GINAGAATIG 720 

AATACTAACN TAACCTATAA AACCNAATTC NICCATATAA TGAGAAG3IG A033AATCAT 780 

55 ACNACTATAA OJATTTAATA TATTGATTC7T ATirJCCATTT TNTINENAAT TlTiC 835 
(2) INFOKMAT I CTv FOR SB2 ID NO: 534: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTO: 854 base pairs 

(B) TYPE: nucleic acid 

40 (C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (gencndc) 

(VI > ORIGINAL SOURCE: 
45 (A) ORGANISE: PAG1372UP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO:534: 

50 GATCTAGAAT TAJTAAGTCA ACTATTAACT AATATCTATA ATAATAAT30 TTIATCA2TA 60 

AAAICATTAA AGATAATLAT TAATAAATTA CCATITAATA ATGATATATF ATTA1CAAAA 120 

AAITATGTTA ATAAAATAAA TAAATATAAT TTACTAATLA ATAATAATTT AAATAATAAT 180 

55 AAAAAAGATT TAATTAATTT ATATACTTTA GATAATAAAT TATTAGATTT AAGmTTCTT 240 



806 



EP0 866 129 A2 



10 



15 



20 



45 



50 



AATAATAIAT TATTAGGTAA ATATTTAGTA CGTAGTAATA TCCAATTAAA COSraGACTA 300 

TTAAATAGAA ATAXTACTAG ACTAATAAAA ATAAATATEA TGAAAGGTAC ATTTAATAAT 360 

TATATATATC AATGAAGTAA ATTAAATAAT TTATATAAAT TAAATTATAT ATCACTTAAT 420 

ATTAATAAAC TTAATAATCT ATTEATEAAT AAAAA3CGTA TATTTAATAT TAAAA1TAAA 480 

TTAAATACTA TTTAATAAAT ATTCTAAAGT AATETCTTAT TIMTI'IAIA ACAl'l'lTAAA 540 

ATCTTTEATG TTAAATAGAT AATAATCAAT TAAATAATAA AAATTAAGAT GCCACAAATA ■ 600 

ATTCCATTTT CTTEATCAAT CAATTAACTT ATGGTTTCTA TTTATITIAC NATTTATCNC 660 

ACTACTNATC TTTTITIACC NNTGAATTTN ANAATATATA CTCNCNANTA NATATTCNCA 720 

AATTATAATA TTAATTAAAT TTAATTAATC TATTATGATC CTNNTINTAA ANATATCAGA 780 

ANAATTTAAT ATATATATNG AAATATNTTT ATODCOCNQG IsOCTIGAAN AAAANTATAG 840 

TTICNTCCCC ACAT 854 
(2) INFURMATICN FOR SEC H> NO: 535: 



<i) SEQUENCE CHARACTERISTICS: 

(A> LENGTH: 827 base pairs 
<B) TYPE: nucleic acid 
^5 (C> STPANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencntic) 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1373RP 



(Xi) SEQUENCE DESCRIPTION : SEQ ID NO: 535: 

35 GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT T7K7IAAAATA 120 

AATAGAAAAC CATAAGTTAA TTGATTCATA AAGAAAAATG GAATTATTTG T03CA3XTTTA 180 

40 ATTTTTATTA TTTAATTGAT TATTATCTAT TTAAZATAAA ACATTTTAAA ATGTTATAAA 240 

ATAAATAAGA AATTACTTAT AGAATATTTA TTAAATAGTA TTTAATTTAA TTTTAATATT 300 

AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTGATATATA 360 

ATTTAATTTA TATAAATTAT TTAATTTACT TCATTGATAT ATATAATEAT TAAATGTAOC 420 

TTTCATAATA TTTATTTTTA TTAGTCTAGT AATATTCTAT 1TAATAGTCT ACCCTTTAAT 480 

TGGATATTAC TAOCTACTAA ATATTTAOCT AATAATATAT TATTAAGAAT ACTTAAATCT 540 

AATAATTTAT TATCTAAAGT ATATAAATTA ATTAATCTTT TTAATTATAA TTTAAATCAT 600 

TATAATAAGfT AAATATATTA TTATTTTATT AACATAATTT TTGATAATAA TATACCATTA 660 

TTAATG3*« TTATAANAAT TATCTTNAAG GATTTNNIX3G AAANCCTTNN TTTTAGAAAT 720 

TNGGTAAANG TGNNCTAAAN NDCAATCCCN AATTATTAAA TTAATTTAAN AANAANNANC 780 
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CiTl'lNl'lNA MTWGTITO AATTTAACCC NCTCCCCTNT TTAANAT 827 
(2> INFCSMATICN FCR SEQ ID M3:S36: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 831 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELTESS: single 

(D) TOPOLOGY: linear 

(ii) MDLSCJLE TYPE: ONA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1374RP 

(xi) SEQUENCE BESCRIPTTON: SEQ ID NO: 536: 

GATCAATGAT AAATCGAAAT AAACTGATAC TATTGTAGCC ATTTTTCTGA ATTAGCACCT 60 

OGAAACACTT TTTAACCTGT TOCGGAGTGG TCTCTGACIG ATTGGAGTTG AGCGTCTCGC 120 

GCGTAACTGC CTCTGCTGTC GTCTTAOCTC CGACGITTTC CACTQCCCGC OGCTGGGTCG 180 

CCACACGCGT CTICTTCTGA ACTCOGAGTG GOCCCAACAT GT3GTCCACT AGCGTTGGTG 240 

CGCCGCCAAG TTGCTGGAAT AACGCACCCA TCTTAAACCA GTTGAACTGT GCAAAATCTC 300 

CATACGCTTC GAATTGCCTG AGAIAG3AGT TOCGCTGCAT GCTCTOSCGA AGAGCAGCAT 360 

033CATOCIG ATTGGTGCTC TCATCTAGAG CGTCQCTGGT AGCATCTCCA TC Al'ITI OGA 420 

TGCTGTCGTT CTGGGTATIG CTAGCATCGT CTGTTTCCGG ATACATAGAG OCAGOTACAC 480 

TCACGTGATT CAACICAAGG TAGTCTICCA GCAGAAACCG CTTCQ30CCG TTCftCAAACT 540 

OCTCAGGGCT CAAAAGCTIC CCCOCATTTG TCAGTTTTAG ATTOGGTATA C1CAAGCTTG 600 

CAAGICQCIG ACGCTCATCA OGGCATGCGA AICCTO3GCA AAAGAGAATT GACCTCAGTT 660 

CAATCGCCCG OCCTGCTTTA AAAACATATT AACTCTCCCN COGCNCNCAG GANAGAAINC 720 

ICCCGTACTT <31A>JGNAGNC ANCTNIGCOC NICATCTCAA ATTQOGNACC TNGTNANTIG 780 

GANOOTTTCC OGAGCCCCTC TOCCCCCCTA TTGANGNTCG MXCCGTTCG A 831 
(2) INFORMATION FCR SEQ ID NO: 537: 

(i) SEQUENCE OWIACTERISTTCS : 

(A) LENJIH: 856 base pairs 

(B) TYPE: nucleic acid 

(C) STKANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1374UP 

(xi) SEQUENCE DESCRIPTION: SEQ LD NO: 537 : 
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CATCTTAAAG G033ATATAA AAGCTGTACA AAAGAAGAIG AACAAGCTTC CAACGCTTCT 60 

AAACTTTGAT ACTTCD3XA TTCOCTTQSA ACATGAAGOC GAAACAAAAG AAAGTACCGA 120 

ATTTAG33CT AlTATrAAAG AGTTIGAAAC ACAAAATACT TTCCAGAAGA '1T1TATAT33 180 

GAATTAATAG ATAAGACTAG CATCTTTCGA AAACTITATA TAAACCAGOC AGATTAGCTA 240 

CCICTACAAT GTCCTTCAGA AGTCTCCKE ACQCTAGGAG TOXCTXTTTT ATCGTTGGGA 300 

AAACCACTTG TTCCAGAACT GTCOCAAEAT GCICTQOCTT GGAAATATAA TAAGOGCGAA 360 

CATCGCCATC GATT3TCTCG TCGTTTATAT CXAOCTGCHC AATAATCTCA GGAATATAGA 420 

ACAAOQCAAG ITGICGAAGG ATKX7ITCTA G3GACKXTT TK03ACGAC CAATCTACCT 480 

TAGTTCCCAT TCTGTAGAGG AAAAATO3AA GTTTAGAAAG AGGCQ3GACA TAATCCTTEA 540 

AAAGTAAQGG TACACTCTTA ATGCGAACGT TCGTCAAATC GGTCTCGTCT CCACATA3TT 600 

CAATCGAGTA ATACTTCTCT AGCATK*KT CAIGICCACA CTCJITGAGTT ATTOCAAATA 660 

TCGAATOOGA CGCATTATCC ATCTTAGATA NCGTTGGTAT ATCQ3TAACT TCCGCAATCT 720 

CAACCNCANC CTNGATATNA TITCCCGAAN TTIGWAATN fNNATCCCAT TCANAAAATT 780 

OCTTCCTTAG GACCTATCAC CCAAATANTT AACCGCGOTT NAM3ATCCCT GOTTGGTCAC 840 

AACOOJ3GT CTII*1N 856 
(2) !CNFOPMATICN FOR SEQ ID NO: 538: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 828 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: ENA (genccrdc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1375RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 538: 

GATCTTAATT TAAAATTTTA ATTAACTATT TATAAOTEAG AAATATATAA TCTAGAGA3A 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGTTAA TTGATICATA AAGAAAAATG G&ATTATTTG TO3CATCTTA 180 

ATTTTEATTA TTTAATTGAT TATTAICTAT TTAACATAAA ACATTTTAAA A1CTIAIAAA 240 

ATAAATAAGA AATEAC1TAT AGAATATTTA TTAAATAGTA TTTAATTTAA Ti'iTAATATT 300 

AAATATACCA T1TIVATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTGATATATA 360 

ATTTAATTTA TATAAATTAT TTAATTTACT TCATTGATAT ATATAATTAT TAAAIGTACC 420 

TTTCATAATA TTTATTTTTA TTAGTCTAGT AATATTTCTA TTTAATAGTC TACCCTTTAA 480 

TTGGATATTA CTACCTACTA AATATTTACC TAATAATAIA TTATTAAGAA TACTTAAATC 540 
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TAATAATTTA TTATCTAAAG TATATAAATT AATTAAATCT TTTTTATTAT TAITTAAATT 600 

ATTATTAATT AGTAAATTAT ATTTATTTAT TTTATAACAT AAUTri'ITGA TAAZAATATA 660 

5 

TCATTATTAA ATC<7TAATTT AITAATAATT ATCTTTATGA TTTATGACAA CCATATATTA 720 

TAGANAITGT TAATAGTTGA CTAATATCCN ATCCAACXTN TATTNATTTA NAGATCATAN 780 

ACCTTTIATA CAATTATTTT NATATAACAT NTACCTNATT ANAATATN 828 

70 

(2) INFORMATION? FOR SB2 ID ND:539: 

<i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 
'5 {C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

<ii) MXECULE TYPE: ENA {gencmic) 

(vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1376RP 
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fxi) SEQUENCE DESCRIPTION: SEQ TP ND:539: 

GATCTATTTT GC03ACTTCC CTTATCTACA TTATTCTATC AACTAGAGOC TGiTCACCTT 60 

Q3AGACCTGC T0333TTAIO AGTACGACCT GCCATGAAAA CTATTCCTTC CTGTGGATTT 120 

TCAAGGGCCG TCGTAAGCGC ACCGGACCCA GCATAGATGC TQ33CTCTTC CAGCCATAAG 180 

ACCCCATCTC CGGATAAACC AATTOCG33G TGATAAGCTG TTAAGAAGAA AAGATAACTC 240 

CTCCCAGGGC TCACGCCGAC OICTOCACAC TCAGTTACGT TGCCGTGAAG AATCCATATC 300 

CAGGTTCCG3 AATATTAACC OGAT3CCCTT T02ATGGTGG CCTGGAAAAT GAG3CCTTTG 360 

AAACGGAGCT TCOXATCTC TTAGGATCGA CTAACCCACG TCCAACTGCT GTTGACGTGG 420 

AACCTTTCCC CACTTCAGTC TTCAAAGTTC TCA3TIGAAT ATITGCTACT ACCACCAAGA 480 

TCTGCACTAG AQCCOoTTCG ACCCAGCTTT ACAGCCTAGG CITCGTCACT GACTCCACGC 540 

CTGCCTACTC GIOAGGGCGT CATATTCTGC CCTGA03GTG GAGTATAGGT AACACGCTTG 600 

AGCGCCATCC ATTPTCAGGG CTAGTTCATT CGGCCGGTGA GITGTTACAC ACTOCTTAAC 660 

GGATTCCGAC TTCCATQGCA CCGTOCCG 688 
{2) INFORKATICN FOR SEQ ID NO: 540: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 757 base pairs 

(B) TYPE: nucleic acid 
SO (C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genctnic) 

<vi> ORIGINAL SOURCE: 
55 <A) ORGANISM: PAG1376UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 540: 

GATCCAAG3A AOTITrCCTT CTG3CTAACC TAG33TACTT GTACTCIAtC CGAAOCAN3A 60 

C'lTITACTIT GAAAAAATTA GrGTUTTCAA AGCAGGOGCA AGCTOGAATA TATTAOZATG 120 

GAATAA1GGA ATAGGAOGTT T03TTCTATr TOriGSITT CTAG3ACCAT CCTAATGATT 180 

MTAG3SAC3 GTCOGGGGCA TCAGTATTCA ATTGTCAGAG GTGAAATTCT TTTATTTATT 240 

GAAGACTAAC 7ACTGCGAAA GCATTIOCCA AG3A037TTT CATTAATCAA GAAOGAAAGT 300 

AAGATGATCA GATACCGT03 TKnCTTAAC CATAAACTAT GCCGACTAGG 360 

GAT0333IG3 TGTTTTCTTA TGAOXACTC GOCACCTFAC GAGAAATCAA AGTCTTTG33 420 

TICTO33333 AGTATOoTCG CAft33TTGAA ACTTAAAaA AITGACOSAA 033CACCACC 480 

AGGAGTGGAG CCTOD3XTT AATTTGACTC AACACGGGGA AACTCACCAG CTOCAGACAC 540 

AATAAQ3AXT GACAGAITGA GAQCrCTITC 1TCA1TITCT 0331031031 GCATGGCOGT 600 

TCTEMTTIOS TGGAGTGATT GTT7TOCTTAA TT0OGATAAC GAACGAGACC TTAACTACTA 660 

AATATOCTGC TGCATTTGCT GTTGCCCITC TTAAM33ACT ATCCGITTCA ACCCANTGAN 720 

TTrGAGCATA CAGTCTGTGA TTTCCTAACT 757 

{2) INFORMATION FOR SEQ ID ND:541: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 821 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genctnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1378RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 541: 

GATCCTTATA AAATGGGCAA TAGAC3TGTT ATAATATAAT ATACAAAATT ATAAATAAAT 50 

ATTTAATAAA ATATAAAATT AATAATTAAA GTATTATAAT AATTAATAAA ATTATTTATT 120 

AATAAGTATG GAT7TTTAAC TGAAATTTGT TAAAATGAAA TAAGAATTGC TAGTAATCTA 180 

TTAATAAGAA AGrAATGGTG AATACTCTAA CIU1T1U3CA CEAAIGACIC ATCACGOGTT 240 

GAAACATATA ATTAAATAAA GAATATTAAT TAATTTATTA ATTATTAATT ATTATEAATA 300 

TTATTTAATA AATATAATAA ATAITTTAAT TTAAATTATG AATTAATGCG AAGTTGAAAT 360 

ACAGTTACTG TAGGGGAACC TGCAGTQ3GC TEATAAATAT CTTTAATATT OCATTTTTAT 420 

AAAATAAATA TAIT'ITITAA TATMT1TAT AATAACTATA ATTAAATAGT TAAAATTTAA 480 

ATTATAATTT AATAATTTAA TAACTTATTA ATTAGAGAGT T7033EACAT CCCCCCTAAT 540 

CTTATGCATT ATGGTT33TA CACTCTAATT AATAAACTAT AATAAATAAA TACTAATATT 600 
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TTAIACCATN AATTATAATT A'l'lTlTAANA NA1TTAAIAT TATT&ATGAA ATATATAATA €60 
AGTATTNTNA TTTNATAATA ATAAAAATGA NAAAACGACC GCTAATAATA ATTTGCATTT 720 
ANANTTACCC TTAOrflCTCC CNTTAAAITT TTACCCTNAT ANOCNTNTTA ATEMGGANG 780 

G^c^^^oxc^J tgctccccnn -ktkxxtdcc AnwjTTTr a 821 

(2) INFORMATION FOR SEQ ID NO: 542: 

(i) SECXJENCE CHARACTERISTICS: 

(A) LENGTH: 852 base pairs 
{B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (geronic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1378UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 542: 

GATCCTTGCG TACTAAGAGT TAGACTTTAA TTAATAATAT TATTTGTAGA AGATAGAAAC 60 

25 CATACTGACT CACGTCGTAT TTAACCCAAC TCACGTAACC TTTTAATTGA CGAACAGTCA 120 

AACCCTACTT AGCTGTTACA ACCAAGAGGA TAGGTTGAGT CGACATCGAG GTGGCAAACA 180 

TAACTTACAA TAGCTACTCT ATCGTITATAT TACCCTGTTC AATTTTGTTA TCATAATAAC 240 

30 ATTTAATTAT TATTTGAATA ATTCTCATTA TTGTTCAGAC TATTTCATTA TGTATEATTT 300 

ATTAATTAAT ACATATTOGG CTTTCGTGGA TATAATTATT GTTAATOCTA CTCATATATC 360 

TAGTO3TTGA A33TTCTEAT AACTTTATAA AAAGGATTGT TATAAO^TTC GCTGCAGATT 420 

GTCCTTTATT ATTATAAAAT AATATTAGGA OTTCTTTGCA ATTAACCCAA TTTACTCAAT 480 

ATATTTAAAT A1TGATAATT AAATTTCACA ATTTAATGGG ACTATTAATT AACOCTAGCG 540 



55 



TAACTTTTAT TCGTTATCAA ATAOCATTAC AATATGTATA TTTTGTTCAT TATGCCAAAC 600 

TTAOJTTATT GTICTACTTG TAGGTATTAC AATTATAGCA CAGTTATACC ATTATATTTA 660 

TTTATATATA TCCCATATAA GTTTTTATTA ACATATAAAC TGTNCATTAT TTATCTNTTT 720 

TATATAAAAT ATNATTATAT TAATNATTTA TTAANATTTA NftXCNTATA TTAAATATAA 780 

TCNiU'l'l'iAA TAATAAATTA TTAAGGACTN TCCAACCTTT TTGAAAGACC CCCCACTNCC 840 

ATTAAATGTC NT 852 
(2) INFORMATION FOR SEQ ID NO: 543: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 845 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1379RP 



(xi ) SEQUENCE DESCRIPTION: SBQ ID NO: 543: 

GATCCAATTC TCTCGGTAGT TICCTTCCAT ATAGSGACTG ATCAACTAGC CACATTCCCA 60 

10 CAACAAAAGA GTriCTATCT AACGIGCCAT CGOGTCTK7T A3CTACCAIG TCGTAGATTT 120 

GAGCCAAAGT A3CTTGAGGT AGATTGCTTC GAGACCAGAT ATCTGTAACA ACTAAGTICA 180 

ACATTAGACC ATCCTCK33C ACCTCTCTTG TCICATQGTA GTTACCGTTA TICCACCATG 240 

75 ggagcaagtc aagataagtg tctctattgc tgacccacat tccctcgtaa cxxrmunT 300 

CCCTTTCAGT TAOSTACCCA ACATCAAGGT GDGACTTCCA AGGTITTGTCT TCGTTGAAGG 360 

AATTACGGTA TCGAAGATTT TGACGTATCT TCTCGCGCTT TITGCCG3AT CTTCTTOCTC 420 

GACTTCGACT ACGGGAGTIG CGGICGCTTC OGTAATCCIC TTCAGAGTCT TCGCTGTCAT 480 

CGCTTAGTTC AT3333CTCT OVXTOSAAC TGTCATTAAG TATAOOCCGC ATAGTGGTTT 540 

TTA3CCGCAC ATQCAATTTA CTCTGCACGA GAG03TEAIC GTTCTGCGTA TATATATGTC 600 

AOGTIGGOGG GIGATKTIG CTGGGOOCTA GCCCM3TFTG CCCATO30GC TTGAAAGCTT 660 

CATCCACTT3 GANK37IGCG TTGANANTTT GGTATTAATN CAGGAANA3T CCTCCGTAGT 720 

CCAGTTCATA GGAATTIGTr CATCTCAA3T ACAANCTTIO NACG3GAATC TTTTOCGACT 780 

CNIGTCACGT CGAN3NAH/T GICMTCOGTA CANCTCCCGA TNCNCCAAAN TNNCCNCATT 840 

CNCNN 845 
(2) INFORMATION FOR. SBQ ID NO: 544: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEMJTH: 855 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1379UP 



(xi) SEQUENT DESCRIPTION: SBQ ED NO: 544 : 

GATCCGGAAG TTAACACTGC CTGGGATTCA TAACTIGGCA ACACCGTATG TGCGTGTGAA 60 

50 CATAGTCGAT QGAGCACATG AATTG333TA ICAATACTGA TTTCATAATG CTT1CTGGAG 120 

CCATTGACCT TGOGTCACAA CCICAAACAT ATTIGGAGCC AATGGTTOGA CTTTATGIGG 180 

GGAGATGCAG TATICGGATG TATGCACTGT TGGTAGTTCA ATCTTTCGGG GACAAAAACC 240 

7GGTAAGTGA ATIGTCTCTT TGAAQGOCCA CC03CTCCAT C^TCCAGCAG GTTTCCTAAG 300 
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GOGAAAGOCT CG03CCTTOG IGTATACOCT TAAGTOGTCG 360 

TCGACCAGCA AGAACTTCTT TCTA33CTCC ACKXT5TGTA CnTOGWX TTTACAATAA 420 

TACTCTAAAG TITO33TCAG C^TATTCTA ACCCTCTTCGA GCSCGA3ATT A30XC?T03G 480 

TTTAGCGAGA GOIATATTGG TAGAAATGCG TOCAAA/iCTA TA1CTTTOGA TGCAATTACG 540 

ATTTCATAAC TCAATTCTTT TTCCCMJTCA OGTCATMGA CTATCGGTTC GGTAOCTICT 600 

ACAGAGTICG GACATAGTGT GCGGATAAGT TAATCGGAAC ACGACGTGGA CATIGGACTT 660 

AACCTCCTAT GQXTCAAPG TCACTCAAGC MCTEATTTftC GTTOXNATC TTACTAGAAT 720 

CTTCTJCCTC GACNCCGGAN TN3ANCCCCA AGAAAAAATA TOCCtXCCNG AAAANAATTT 780 

AOSIGTCNAT NACCCNACGA AAACNTCCTC CFTCGAAM7T NCCTIAIATT 840 

CrtfTTNAAANA ATANA g55 
(2) INFORMATION FCR SEQ ID ND:545: 

(i) SHjmi^E CHARACTEPJSTICS: 

(A) LEN3TH: 847 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG138QRP 
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<xi) SBDUENCE DESCRIPTION: SEQ ID NO: 545: 
GATOXATCG AOCTCGCCAA AGTAAGOCAG CCTCTCGACG 0¥3ATCCAGT CGACAACGTG 
35 AGGAAGCGTC GTGTTCTTAC CCTO3AACAC AATK33CTCC TICTCOXOG OCAAGTOGAC 120 

CCCCAAGGTC GGCTIUTTAG TK333TACTG OCAAATACA AAGTCGTTCC GGAGCAOTrr 180 
Q3DCAGTTCG TAAAAGGACT CGTTCAGGCO CTTCACGOCA CCGTCAACCA CCACTGOGGT 240 
CTTOGACTCC GCAAGCAGGT CCTOCAGSTC CICOGCGGCC TCCTTGCCCT CCAGCAOCGT 



300 



CACOGCOGOC TCGOCCIGOC GCAGCATGTA CGCO^AATT TCCTCGGCCT TGCGTGCGOC 360 

CGIGTATGOC ATOCXX7TCCT CTGA03COCX? ACTGTGGAAC ACCTTCAG33 TCGOGTACCC 420 

GCOCACGT1C TGOCCCGCGC ATSGATCCAG CTCCTOCICG CAGTCCACCT GOGCCAGCTT 480 

GATGCCCTIC TCGGCCAOCT CTXCAGCCGC CTTCACGTAC T033DIOCCA 03TOCTTACA 540 

GT33CCACAC CATO3CGCAT AAAACTOGGC CATCACAAGC GGGTTCTCCT CEAAGAJCTT 600 

CCCGAACGTC TCTCCGGTCA ACTTGACACT GCAGAGTCCT CTO7TOCAGT GGCATCT1UU 660 

OCCTGTGCAA CTGTGCCAGC AACCGGOGAT GGACAACACA AAOCGCTTGT CCAAAAKCOT 720 

TCTOXTGCG TCTATCCTAC CCGTO3TTTN GTGNACTCTG TQ033ATCAA ANCCGGNTNG 780 

CNATTTTTGT TTTATACTGA TOCAGAATTC ACCCTJNITCNC AAAACNNTTN CCNGAAAAGA 840 
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NCGNGIN 847 
(2) INFORMATION FOR SEQ ID NO:546: 

5 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 860 base pairs 

(B) TYPE: nucleic acid 
<C) STRANEECNESS: single 
(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1380UP 

J5 

(Xi) SEQUENCE EGSCRIPTICN: SEQ ID NO: 546: 

CATCTCGCCT GTTGTGAGTG ACGCCGAGTT GCGCGAATTG TAGCAGTGCG AGAGGAACGT 60 

CCCGACGGTA TCGTTTGCCA GCGCGACAAC GCGCACGCTG CCCAACCCGA CCGCGTCCAA 120 

CTGCTCCT03 TACATCTPSA CCACGTCCTT QCCGATCGCA TCCIT3ATGT TCAAGCCCTT 180 

CGTCCACCGG ATCAAAGTGC CGCTCGATAG CCATGTCTGC GCCACGGGAT ACGAGAACGT 240 

AAACCCGAGC TTCA3TTGGC CGCCCICGCT CTG3AGCACT TCAGAGTGGT AGCGCTTGAC 300 

AAA03DCATT GTG03CTTCG CGATGAAGCC GAACAACTCG TCTGATGTTA CGTCCTCGTC 360 

AAGGAGCTCC TCGGGGATCT TOGACTTCAA CTOCTCCAGC TTGAAQSTGT GATCACCGTT 420 

G2GACGCACC GAGCACACCC GGAAATTCGT GCCGCCAAGG TCCGCCGCCA AGAACGTGCC 480 

CICCTCAGTG CCA2TG33CC TOCXCATCAC GTACGACGGG AICATCGGAA GCCCACGGTA 540 

CTCCCGTCCG TCTCTCCGTT CTTGAGACCT GTITX2ATACA TTCGAIGAAG TACGCQGTCA 600 

ACTCGCGGAG TTTGTCCTCC GTCACCTCGA AATCCTTACA TATTTCGTCC ACTGCTCCTC 660 

GACTITCCCG CGTTGCGCTT GTGCAAATCT TCNAAAANAT CCT33TACTG TAAANATTAG 720 

ACTTCGANAC GTTGGTCGAG TCT1TCNNGC TINCCTACTC NCXN3CCNTG TCNTANTATT 780 

TTGAN30CGN TCCAATAAAA AACCCTTTN3 G3GGICNCAA GN^ACCTCCC ACCCT C TT IT 840 

GTTICCCCNT CCCN4AATGA 860 
(2) INFORMATION FOR SEQ ID N0:547: 

4S (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 835 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEECNESS : single 

(D) TOPOLOGY: linear 

50 (ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1381RP 



20 
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30 
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(xi) SEQUENCE DESCRIPTION: SEQ ID N0:547: 
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GATCATTATA 1TATAAAATA TAATAAAGAA TAIATTTAAA TAATAATAAT AATATGAAAT 60 

ATTATATTAA TTCTCCATTG GAGCAATTTG AGATTACi&GA TTTATTAGCT TTAACATCAC 120 

CAATAATAGA TTTTAGTITT ATTAATATTA CTAATITK3G TTTATATCTT ATAATTCTTT 180 

TATTAGTAAT TTTACTAATG AATTTAATAA CTAATAATTA TAAIAAATTA GTAGGTTCTA 240 

ATIGATATTT AAGTCAAGAA ATAATTTATG ATACTATTAT AAAZATAGTT AAGACACAGA 300 

TTGGTOSEAA AGTATGAGGT TATTATTTTC CATEAGTTIR TACATTTTTT ATTCTEATTT 360 

TTACTATAAA TITAATTAGT ATAATTCCTT ATTCA1TIQC TATAACTTCA CA1GTAGTAT 420 

TTGTAGTATC AATAAGTATA ATTATTTCAT TAOJICTAMT TATTATTGGT TTTTATACPC 480 

atqotttaaa ATKnrraGT ttattttiac c^otaggtac accatiaait TTAGTCACCA 540 

TTATTAGTAT CAATTGAATT ATTATCATAT TTTGCTAGAC TIMTTCATT AGGTTTAAGA 600 

TTATCAGCEA ATATTATAGC TOCICATITA TTAATTGTIA TTTEAOGTOS TTEA3TSCTT 660 

AATCTAAANC CACAAATATT TAACN1TTIN TTA/CTTCNN OZNATCAA'TC CTATTCNAjr 720 

AJCIT/TCTTA GAATTTNLAT CITATACCNG CTTANINIGA AGTNINAATA CNCOTEATNA 780 

AACTATTEAT TCCTTATIAA ATTAACAOTT NAACNCCCNA TTAhTTTTOTA TNCTT 835 
(2) INFORMATION FOR SEQ ID NO: 548: 



(l) SEQUENCE CHARACTERISTICS: 

(A) LENjIH: 863 base pairs 

(B) TYPE: nucleic acid 
30 {C> STRATCEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: IMA (genomic) 

(vi) ORIGINAL SOURCE: 
35 (A) ORGANISM: PAG1381UP 



(xi) SEQUENCE DESCRIFITCN: SEQ ID NO: 548: 

40 GATCATTGTC CAATATTCOC CACTGCTGTA TOATATAGAT ATIGATTAIA ATTTCTAAAT 60 

CAACGTGA3T GTTCTAACTT TAATTAACAA TTATGAATTT TTGGCTA3TT ATTA TTTTTT 120 

AATTAACTAA TACCTAAATC ATTATAAGCT 1GACTTAAAA CAAATAATTA TTAGATTATT 180 

45 CTTTATTIAT TATTTAATAT TTAGTTAAAT TTTAAGTTCA TTATTCTTAA TTITTACTCA 240 

CGAGTACACC ACTTATTAAT ACTATTAAXT AATAATATTA AOOTTTGATT CGCATGTCTA 300 

ATGTCCTTAG TTAGCGCTTA ATCTGAACCA ACATCATGTT CTCATTATTA TTAACTATTT 360 

50 TTAATTATTT TAAATAATTA 1TTAATACGA AAGTTATAGG ATTCGAACCT ATGAAATCAT 420 

AAAGATTTAT AATAGOTCAA ATAITACACT TEAAACCACT C*3TCAAACT TTCTTAATAT 480 

ATAIACCTTA TATATGGTTT GATAATTTAC TTATAATAIA TAGTATATAA TTTAATGATA 540 

SS AACTCTTATC ATTTAGGTGC GTAGGGTTCA CCCCCCTATT GCTAGTCAGC AATATGATGT 600 
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MXTTCCTAAA TGATAAAGAA GT7\TAATATA TAAATATTAA TAITAAMTTA TTTAA^AAT 660 

ATTATTATTA TTTATTTAAT TATTATTTTT ATTIAGTAAA TAAATAAATA TITCCACTIA 720 

TTGAAATATA GGTTCTTNGA TTAGAAATAA GCNATNATAA 1GINCCATTG ACEATTAAAT 780 

AOTGTOLTOa CMGACTKXr CTATTIWTCN NSSftNAANTC N3AANATCAG AANANAGATT 840 

CCNANATOTT TAATWMCCC CCA 863 
(2) INPDRhPsTlCN FOR SBQ ID NO: 549: 
(i) SEQJFUCK CHARACTERISTICS: 

(A) LEMTH-I: 845 base pairs 

(B) TYPE: nucleic acid 

(C) STRAWECNESS: single 

(D) TOPOLOGY: linear 

(ii) MXECULE TYPE: OA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1382RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 549: 

GATCTCACAC GTGACTAAAA TCACTAACAC CACGTGACTT CGTGCM3JTG 02ATCGTCCC 60 

ATTCTCTCCG TCGCTAGCAT TCTCCCCGCG CATCTGTGTC AGGOCACTQC CCAGCTGACC 120 

ACGCCGTTACC ACG3CA03CT TCACGACAGA C03CAACCTC AATCGCTATC TACCGTTICA 180 

ajrGGAATIT CTTAOCGOCA TCCGATTAAT HXTriTHG COTCCTTTT GCCCCTCTIT 240 

TTCCAGTTG33 TTGCTPCCTG AAAACAGGGA GCTAGCTTCC CGTAGTACGT AACAGTCGTA 300 

GAGGGITAGG CATCGCIGAG C7ICGAGACCC GGIGATGCAA TGIQCACAAC CCICGTCTCC 360 

GCAAAACGGG CAOGAAGATT GAAAGTATCC AGGAGTOCAG CC0033TCA TGCGAGACAG 420 

AATGGGCCAG AAAAAGCGAA AAAATGGACG ACGCITTIAT ATATATATGT AGCGAGGCCG 480 

Q303TrCCCA GAfiCGGGACC CGACACAACT TCTTGTAGAA Tl'll'lMl'lU CAAGGAATCA 540 

AATACAAAAT GGAATCTAGA TIX333AT03C TAACTCGTTT GAACTACGAC ACTC33TTCTG 600 

CATTGAGAAG AACTCCATCA ICCGGACAAT GGTCCIAAGA CCA^XACCC AGANACTTNG 660 

TGGMCTTAA AAAGGN33GT TGAACATCCT GAGAATCAM: TTCTCQCNCG GTCCEACAAT 720 

I^CCACCATC GGTGNTCNAA NACCCNNAAT TCGAGATWT NXN3TTAAC Nl'lUSXTlG 780 

CTTIGAANCC AAGTNIX7IGA ATNAAATGTN CCTNTCGAAA OTTANTACCN TOCCCTACCC 840 

AAANZ 845 
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(2) INFORMATION FOR SEQ DO ND:550: 

(l) SB^XJENCE CHARACTERISTICS: 

(A) LENGTH: 862 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

<vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1382UP 



20 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 550: 

25 GATCTATAAC AG3TGCCAAG TTG33AGATT TGTTTCAGGG GCTCGACGAT GTAGAGICCA 60 

GTAGAATOCT CTGTAACCCC AGAGCATACT TTOCGCGAAA GTCTTIK I C r GTTGAAATCA 120 

30 ACT3333IAT OCQCTTTIGAT GCTGTOCCGG AGGTIGATOC CTTICTIGAT CGCCTIGTCC 180 

AGTA-ICTGGT TGCTAAGCTC AAIGAGCTCC GCATGACCAC GTCCCATATT GTTTIGAAAA 240 

35 TAGCACGCAG AAGCAGGGAT COODCCATOG AM300CCCAA ATACTIGOGC AIGGGTGACT 300 

GTC^CAGTEA TAGTAAATCG TGCAGATTAG GIUITGCTAC CAATATTCCT GGGGTTATAT 360 

40 CTOCAGSGAT AAAGGCAGCT TTT2GCATOC TATOCTGCCC CGCAAAGGAA CTGCGTGGTA 420 

TAGOOGTTCA GTTTCTTAAA CTGAAGGAGG CATCCATTTC TCAAATGCCC CGTCAGCICA 480 

GGTrTCCATT TGGTACAAIC AGACCTTEAA CAACTCCAAA GAATCGTATC AOV3CGTCGG 540 

TTACAGAATT GCCACCTGTA GTTTATAAAA C<£^CACTCC TATEAAGGAT TITTTTGACC 600 

GGCACAAGAG GACTCAGATT CACCATCACC TCATTCACTC ACATGATGTC TGCGTCAGCC 660 

TTGTGCGAGT CATTCCTGGT GGA3TACCTA OGA3CTIGCG GAAAAATOCN AAAAAACAOT 720 

GACNATCTNA AACCAGACXT CTTTNTIGCN ATTCCCAAAA AAAnOGGNN GM3CCCNGGT 780 
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TNNATOOCAN CATQCCCTTA AAATTTAGAT CCTIGAOCCT ACICCNANTT OTINCCCNAA 840 
AAAAAAACTA TCAATX7INTTJ CT 862 
(2) INFORMATION FOR SEQ. H) NO: 551: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 823 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEtNESS: single 

(D) TOPOLOGY: linear 



(ii> MOLECULE TYPE: ENA (gencmic) 

20 (Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1384RP 



<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 551: 
GATCTGCATC C<XJICCACCG TO3ACT303C G0TCGTQ33C 07ICA033AA AACTCOOCGG 60 

ACTCOGTGAT Q3TC0333CA ACCoICTCGT AGCG3ATO30 CACGACCTTC GCAAAGTAGG 120 

AAAAGAAGTG GCTATCO0CG TTCOOAACCT CCATOOCCCG GCCATTGAGC G3CO33330T 180 

TCCXX3GCAAT TT03330CCA AACGAGAGAC TAT33ATCAC GT3GTTGAAG GAGAGATG3G 240 

OSTG-rTCCTT GTAGAAO0AA TCC7ICCjra3S CGTG30OCTT CTXAACGTQC GZAGAO0CCG 300 

G33CGAAGTG AATOITCCCG TGAACQCQ0T TGAOCTGCQC GCT3ZXZA0CG A0CO33CATC 360 

CCTCGTTGAT CICCTCCTGC AOOCGCTOCG TCflAGOCCTC G03CTK3CAC TOCTCAAAGC 420 

CTITGCCATC GAAAGTG3CC CAGTTCATCT CTOCGTACGC C30CCGCACC TCCCCOCACG 480 

TCTGACAGCA C^OOCGCTCG CTCCGCGOCA GSflTCTCGTT CIO3TCCTG0 TCGCGTGOGC 540 

CATACACCOC CACAGTAGTC TKX7TCGTCT GTAGAO30CA ACOTCTCOCC ACTCGGAATT 600 
CCTCCTTCCC CACGICCGTC CNK7TTK7TC CACCNTTTTT CCTTGATCCT CXTTCCAACNA 660 



B19 
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ATTCftCICTC CTCCCTGTTC TCTNTANmC CATTTCATAC TCCCCCGGAT CTTGCAAACT 720 

5 TATATCNAAC CCCACTCCNC TOT3CT3CCG TCCTTCAANC ACTGNGCGTC TCCCICCCCA 780 

NTKXX7KXT ATCAAANAOJ CGTICACAAC ACCNCOTATN CCT 823 

J0 <2) OOFORMATICN FOR SEO. ID NO: 552: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENSitt: 849 base paixs 
»5 <B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 

20 (ii) MOLECULE TYPE: LNA (gencndc) 

(Vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1384UP 

26 
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(xi) SEQUENCE DESCRIPTION: SEQ ZD NO: 552: 

GMCACTTTG TTTCTGTCTG CACGATAAAT G3XTCGGTA CAGAGTTTTA CGAGTGTFIC 60 

TIOXTGAGA CCGGACAGGT CAATCTCAGA GTTTTTACTA TICATTAGTC ACTAGA3TGA 120 

CCCGTAGTTA TTATCAAAGG CCACCQ333A ATTGTEAAAG AAGTTOSAAA CAGATGATTT 180 

CGACATGGTA TAGITCTGTA GCTTAATTAG AACQ33CAG3 TCTGAGCTCT CCQCGACG33 240 

AGTACPGTrr TGAATGOGTG GCACAGCCAG TO30QCT1 W 03CX7IGACCA TCCCAAGCTG 300 

TO23CCCCCT GICAGOXCG CTQ3TACK3G AC0333CACG CTTATCGGCG GGTCTOCT3G 360 
TGTCGQCGAT ITG3AAATAC CGITGITGCA CGCTGCTAG3 TATTTrTCGC GCTCCGCTGG 
GCTCATCTTC TICTCCGTCA AAGCAQ33TC CAAGTTCAGA ATACCCTEAC TCTTCGTCTC 

CTCTGCAATC ATGTGCAACG TTTGCGCGAT CITCCCCAGC TIGTOGTGAT A03333CCH3 540 

GTCGCCCGAG TTCCGGATCA CCTOCGCTTT CATOCCAAAG TTAACGAAAT TCTIGTAACA 600 



420 
480 



820 



EP0 866 129 A2 



35 



40 



4S 



SO 



55 



660 



780 
840 
849 



CXOTTCGACG CAOaXT-TCC CAAGCX33TAC CQCAGCGCAA ATCCTITTCC -KTKDBO 
5 TGTIUTCNAT A7TCAATCNA ACAGQCCCCC CAATAANCCT GICCCAOQQG CCCCGTKXT 720 

GANNAAACCA GCATCACAOC QCNAAAAAAC QCXXXTCACN CGT3JTCATC NAACTTACCC 
f0 CTOCAGACT3 hNTATOSANN <XA3TO*]CT TTTTTNTCOC GTOINICTCA AANITCNAAG 

OXCCACCT 

75 (2) INFORMATION FOR SEQ ZD NO:553: 

(i> SEEUETHE CHARACTOaSTICS; 

<A) LENSTCH: 862 base pairs 
20 <B> TYPE: nucleic acid 

(C> STRANCELNESS: sirvgle 
(D) TOPOLOGY - : linear 

25 (ii) MOLECULE TYPE: DNA {genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1385RP 

30 



(xi) SEQUENCE DESCRXPTTCK: SEQ ID NO: 553; 
GAOCGAOTIC GTCATCAT33 GCAAGCAG3C CACCGACAGC GACAACAACA ACACC0Q3CA 
GATCCIG3CG GOCCTTCTCA ACTO3CCQCA GG32ACCAAC QCCQOGCGTG TTCAQC1Q3A 
0333ACTGX ACGOGTOOGA C03TCACG03 CGAGGTCGAG Q3333CGAQ3 AG3TCGTCAG 
TOOCGOXHG OCACTO^raS TOTCAC3GA CCnXXXCKT AACACtTCGC CXTAOHCAC 
GCT3DCCAAC AAGATGAAGS CGAAGAAGAA GO33ATO30G AAGCTCAACC T0GCO3ZXJTT 300 
CCO3330GTC GACTCOGCCG OOD30CTCAA TCKXTOXSJ TICGAGGAGC CtXTCGCGCG 360 
CGOXD333C AOCGTDGICG COTOCOTCCA CGAGCTGCTC GCCAAACTCA GGGA03CCAA 
OOCXUnTAA CAOCTATATA AACTAACAGC CCCTATITCC TQCGCGGACG CAOCGTOCCG 
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CTCTCCACCA QCCCG33CGG CTOCmXOC ACG1SOJICT CCTOTIPCCA aXXTTCCCAC 


540 




5 


TOCCOXIXT <33X3CXUUUC CIXJCTOlflOG CICTTCCAfr AOE533CX330C ACrCtTTCTTTC 
CCAD30CO33 ACGrTQC*TCC CXCX37ICOCT GCCG0CD30G CTR3T7TK5CA ACNCX33CCAG 


600 
660 




| 10 


CTTOCACITT CGOZ03CCCC CXXOOCAIXTT WCOTIDCAA CNCT/rTTTTA 

tkccchtttg tintccninn otico^cooc gt>3^avk^i Tnocomu cttgakaatg 


720 
780 




IS 


CTANOCAAOC CCCCAATTTG A1TI3M3XCC CCCftAAATOA ACITrCCACT TlULAJLAa: 

cccgccctgt nxcttnttt AA 


840 

862 




20 


(2) INFCFmriCM POR SEQ ID ND: 554 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 851 base pairs 






25 


(B) TYPE: nucleic acid 

(C) STRANDEDNESS; Single 

(D) TOPCfLCGY- linear 






30 


(ii) MDLECULE TYPE: IMA (genctnic) 

<vi) CRIGTMAL SOURCE: 

(A) ORGANISM: PAG1385UP 






35 


(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 554: 






40 


Gftlu-ViunG G3^TO^TTCC TvXXSCTTCGA GCCCtTCOX GA03CCGAGC TCGCXXXTGC 
O3CO30GACC TACX33D3COG CCGOX'IULU 0GAG3TCAAC G033CGCTCG AOGACTACTC 


60 
120 




45 


'lU^JWLi^ UWLXiXCGG CTG3CGTCOC CTCX3Sr033T ATCGTC7ITCG AOGCOCAGGT 
TCQOGAGTOO GIOiX.UJLT G3OTCATCCA CCACGAGCAC GAGCTXX333 AG03CTGC03 


180 
240 




SO 


CCCCQ32ATG ACCGACOOX AQGTGCACGC ATTTCTGGAG 03^IACCT33 TCTQCTACGA 
aZVC&CTKT C03C33TCTOS GCT033GAAC CTGCAC033C TGACTGTOOG 


300 
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GCTGGACGGA GACCGAAAAG TAGCCAGAAG AATATGTAAT GCCGAGTCTA 420 

5 m77TXXT33 TCOGAGATGT CCICCCAGGG GATGAGATAG CGCGTCTOGT GCGCCTTGTC 480 

GCGCGT32GC G333CQ333Z CCGG033CX5A CGCGOXTO3 CGCX3333CCA TGCTO330GG 540 

10 CGGCCTCGAC a3CAOCACGC TGCCGCCGAG CTCGTCACGT GGCGCOOCAG GAAG3CCTCC 600 

GTCTOCGCCT G3CGCGCGCT CAAO30CTOC AGTCGCG03A ACQCTGCCCA NCACGTIOGT 660 

15 CGCQOgGTCC ACIGCNCGGG ACTTNTTAAA CACTCCKX7T TTTXTGGAAT CCT1T3AACNA 720 

NCXXN3TTGC OOTlOfiC TWIYJATGANC CCOCCAAACC CeiNTTTGNG GGCK33333C 780 

20 MXOOGCOCC CmXTTTONG TGTOCTTNAC CCINCOXTT TiX3nTAACC 840 

GTWTANNTIN N 851 
(2) INFORMATION FDR SEQ ID NO: 555: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 857 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: sir»gle 

(D) TOPOLOGY: linear 
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<ii) MOLECULE TYPE: DMA (gerccnic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1386RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID MD: 555: 

GATCGCACGT CATTTTACCT ACAGGCTGGG CTTTTGAAGA AGACGCCTGC ATGGTACAAT 60 

GTCGTAGCCA GGATCCCACC TGTGACCAAG TTCOCCAGAG AACCGAAGCT CCATGACCCA 120 

GTTAGCGGCA AGTACAAGGG CGAGCTGGAT ATAATGACGG ATAGATTAAA CAGAAACACA 180 

55 GAGACGTACA AGACAOGCGC TGGGAGTTCC GACC33CAGA CCOCCQCOGT GCACAAGOCT 240 
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(i) SEQUENCE CHARACTERISTICS: 

3S (A) LENGTH: 856 base pairs 

(B) TYPE: nucleic acid 

(C) STFANDEDNESS: single 

(D) TOPOLOGY: linear 



40 



(ii) MOLECULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 
4S (A) ORGANISM: PAG1386UP 
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TCEAAGCTOC GGTTTATOGA CGACAAGCTG CCGTCOCTGT TTTTCCTOCA QCaJCCCTOS 
GAOCTGTOGC OOOZGAAGCT GCTQ3TG3AG AACATQOGAA ATGAOOAGTA CGACTO^ICG 360 
CG3ATOTTOC AGCTAG3ZAA GCCGCTTGAC G3TGAGTCTC TOJTOCAOCG GACGCTOTAT 420 
CTOCTCAACTT CGGXGCX3CA CCGOSftGATG CTGQ33SCAT ACGAiDCAGGC aCQTTTTCftG 480 
TTOTATOGTC TGA03A.TQ3A CCAG3AXTG GBGGfiGCAAA TAGCGTACGA GGAG3CCACG 540 
ATOGTTOGOG CTCTGTTCAA GACAACCGCT GIX33AGCACG CTCTOZA02A AGAGCAGAAG 
GTOCTCGACA GTO3AAAGAA GACTTTGTTC CCOGCTria: CCTGATTTTT OCNAAAAAAA 
ACTCTACAAA GO^JTOCNTG OXCNAACCC ACCGAAGAAA AAGAAGAACC AGSACMtflQC 720 
CGAACCCNAA GACWXACCT CTCNACTOCN TTQCCAACTT TGTTATAAAT TCTTACNNTT 780 
TTATTOCCTT KCTTACAATNO NANOTACK7T TNTCTGCCAT CATOTQXCC AACAOJrTCC 
CCOCNTTGGA NAAANGC 
(2) INFORMATION FOR SEQ ID NO: 556: 



600 



660 



840 
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50 <xi) SB3UENCE DESCRIPTICN: SEQ ID NO: 556: 

GATOCATOCC TOG7TTATAAC T3AG0AGAAG TXHC3ZAT3CG AACAGAGGCG TITCCTI CTT 60 
CCTTOOIAGT TCCCOCATTC CCOAAGTTGC ACTOCAAAAT GTCAATCATT GATC7IXTTTGT 120 



55 
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GGTCCQGTGA AAGATGCTGT TCCGGTAGAC CQCKI'IUIKSV CAW3GGGAAC 180 

5 TCTAGGOGGC GCCGTGAGAG TCCA3ATGAT GAATCTGAAG 1TGA3GCCCA GCAOGTGTGC 240 

TTAAAAGATT GTAATOGGGT GCTXXTTTGT GGTATCCACA TGTOGAATTA CAAATGCCAT 300 

fO CCAGGCAAAT GTCCTCCCTG CTTAGAATCA GATrCCAATG ACCTIATCTG 360 

AftGSCAATOG TADCftGCCCC TGTCCGTTGT CK^ACAAAOC TCCCTCGCTG CACTCATCCA 420 

75 TGICGAAACT CQCTGCTGGA TACTTOGCCC TGCGGACACA GICCAOGTTC GCATAATTGT 480 

CATCCCTTAG ATGAACCTTO CCCCCATGTA CCATCACAGT CAAGAAAACT TGTCQGTGCG 540 

20 GTAAAAACGA GATCAGGACA TICTGCTACA ATGATGATTG TCOTCITCGA GACCGTGTAA 600 

GAAGCCATGT CCTATTGCAA TCACTTCTGC CAATTTOZTG TCATICCGAT GTXIAATTGCCA 660 

25 QCAAACTTGT TAGGAAGCCT GTGGTCNftCC ACCGAAMCC GCACNT3TTT CTT^GGGAAA 720 

TOCNraxNr nggnatgcct gaatccctgt ngnaaaaaaa aanciccxjk: ogttgtccat 780 

30 OCCACCAAT NTOGNTGATT TGGTGGAAGA GAANGTTCCG ACAOCNCCCC GTCCTGNAAG 840 

AATCTOCAAT CNNGGN 856 
35 (2) INFCRMRTICN FOR SEQ ID NO: 557: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 830 base pairs 

40 (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

45 (ii) MOLECULE TYPE: UNA (genomic) 

(VI) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1387RP 

50 



(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 557: 
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(i) SEQIJENCE GiARACTERISTICS: 

(A) LEKCIH: 857 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDEENESS: single 

(D) TOPOLOGY": linear 



50 



(ii> MDLBCULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1387UP 
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300 
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GATCAACCAC T0GTGTG37T ATACATA03A ACCAAAAAGC CTTCTG3GCT GGTCCTCAAG 
TAGTATTGTA TAAGTTTGGA ATCCTTGTAC GCGGTTGCCT TO0GCGCACC TTTCATATTT 120 
TO3GTAAAAG OCITCACAAG GTTCCTATCT TIATCCTTGA AGTIGTCTCC ACAGGACTCC 180 
CACAAGAA03 CCCCAGCAAG CTTCTTATCT TTCAOGTATT CCTICTTTAT TTTCATTGAA 
TCCACATIGT CGTAGAOGAC AAGAGTTTTA GTATTAGGAT CGTAGCIATA TGCAGAGACC 
CAAACArrcr CAAACTCCrC TG33CCGTGA GCTAGCOGCA ATTGGTTGTA T^302ACATA 360 
CC033TICCC CTTCIT3ATCC TCOGCCTACA CCAGAATATT TCTG30CAAT TAGTTGTTCA 420 
CCATO3X0C GAACGTX33T GAAGCCAQ33 CCATACGCTC OCATGCOGAG TQCAATTTTT 480 
CITG33CTGA OCITAAATTG TID33TCATC ATCAGTATOG CATCAIGTGC ATTCAACTCA 540 
TCAAAGTTCrr CAATACCCAT ATCTICATAC 03A03CTT7VT CTAGGTGCGA TTGTACG3CG 
AATTCGTAGC ATTGTACAAG TTGCTATGGT AGDCTGTTCG CICTGAOCAT GCACCGTOGT 
ATOTIATGTC ATCATATCCN CATGCTGAAA ACTGTTCACT CNZAACCGGA AATGCAATNT 720 
CIGAAGAAGC N33CTGCCAG CTTNATTGAA OCGTOCTGTN TOOCC3GGCC CNfiNAWTT 780 
OCATCTCNOT GTIN3CAGCG GTNCTTTTNNA AAACTG3NTC GMJCMCACCA 830 
(2) INFORMATION FOR SEQ ID NO: 558: 



600 



660 



55 



826 
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(xi) SEOUENZE DESCRIPTION: SEQ ID ND:558: 

GATCACCACA ACACAGAAGC ACGCAAOGCT ACAGGACTTC O/HJl ' llTiT TGCTTGCACA 60 

OGTa^AGCCC AGAQ3ACGAT TACACCQCCG TCAGQJITCG CTAGTCTCCG GCAGCACAGG 120 

CTUL'ITATCA CATTCTOCAT TTTCACGCTC GCACATGTCA CAAATAACCA AATACATCCC 180 

CAAAAGCACG LTHTIWCT GCCCGTTCTT TCICATCGCG TCAGACTKX3 TACTCOGTAT 240 

, 5 GAG333CAAG GGCACGCGCG CA03GAGCTC ATCTACAGGC ATOGGGTCGC 03XCA03CG 300 

TCTCCAGCQG CIGCGGCAQC T2CTAOCGCA TCGAGATOCG QCAAGAGGCC OTICAGGTGC 360 

20 ACTTACGAGC ATO3AAGAGT TTACTAGGAG ATGACAGOGC CTGCACGTCC CTGAG3ZTAG 420 

CCTOCOGAGG COGGCGOGCC QLTIUbTATA QGGTTTACAT AGCAGAATGG CACGAATATT 480 

25 TQCTCTA33C AACTGCA033 ACGGAAGGGG CTTCAT3IGA AATCCTK5CA C03ZCGGGTG 540 

CCGTATATAA OGIGACGCAG CTGOGCAGCT GGQGCGGGCA TGCTAACCAC GACAGGATGT 600 

50 GGAGTGGTGC GOGATTATAT ACGACAAQCC GGCGTGGACG GTCGGTGCAC AGGCAGGACA 660 

CCTO3CQ3AA ATCCCAANTC GTTGAACAAG GGAACTGGTG CAGCNGGOGC AATCTACAAG 720 

35 AGTTGTTGAN GGCGOCCGTC ACATTIGCOS TINCACK3AC CCTGTCNCGA TCCAW3AAGA 780 

GGN2TO3CAT NICCCANAAC CTCCOCACAG CTGTNGACTT' GAACTCCNGC CTACCTTGAT 840 

TTOCANMXA GAAAAAN 857 
(2) INFORMATION FOR SEQ ID N0:559: 



40 



45 



50 



55 



(i) SEQUENCE CHARACTERISTICS: 

(AJ LENGTH: 821 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1388RP 



(xi) SECUENCE DESCRIPTION: SEQ ZD NO: 559: 
GATGCAOOCA AATTCGTCTG TGCTGGACCA GCTTTCCCAA CAGTCTCCGA GGTAATCAGG 60 
CTACTGCGTT CCTATITTAT GGCTTTCAAT AflCTCTTEAT ACTTAATTTA GACGTTAACT 120 
TCCACATCOG GTATTTTTCA CATCTGAGAT ^TTOOCAAGC AO30CEAGCT TTAGGAGAAC 
TGTATCCCAT GACTICTQ3A CAGGGGCTTT ATGAAAAAAC GCCTGTCCGT GTAAGGATAT 
AGAAAACATA CTGAGATGGC TTTTGTTOCT GAA1CAGACA TICITAGGTT ACATTTTGOS 
OCT330TGTA CAAQGCACTA ATATGAAGAT AGAGTEATAG C33CGTOAGAA GGAAAGGCTC 360 
CACTGCGTGT 1GCAT33GAT TICAGGGTOS TCATAATAAT GCCAGGCAAT CATATAGATT 420 
ACCACGAGGG AAACATCAAC GCTATTTAAG GTCATCCTTT TTOACAICTC TOGAGGAAGT 480 
OCGAATAGCT GTAAGCGCAA CTCTACAAGA TGQ3XOU1C TCCAAGAOCA ATGCTAAGCA 540 
^ CCACAACTCC AATGACCTGA TTACTCGGGA GCAATTCCGT CCICGAAAGT TGQCACGTCG 600 

ACTGACTGGT TTTCTGCCCA GAGAXCAATC NATIGATCCN TNATCCCTTA CATCNCCGGA 660 
40 CTTTNGAAAA OCCAAATTAA AATTCCGNAN NCCAAAATCC N33GATTCNC CAOZCTIGAA 720 

CTAOCCACN2 GGCCCTATTA TTTTATAATT GCNNACAANN CCCGATCCCC CGNNAACCGN 780 
45 GTAAANOGAA AACCCCCCGG NNTT03GACC MJCNITTIigC T 

(2) LMFCRMATIOJ FOR SEQ ID NO: 560 : 

50 ti> SEQUENCE OTARACTEKISTICS: 

(A) LENGTH: 838 base pairs 

(B) TYPE: nucleic acid 

(C) STFANDETNESS : single 
55 (D) TOPOLOGY: linear 
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(ii> M3LECULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1388UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:560: 

GATCCAQCGG CTT33TAGCA TGCTGGCCGA GGKJTTCGGC TCTTCTGGTT TTC03CGCTG 60 

AGQCTCACTT ATAGGTGCCG ACTTCGATTG CCACTTGTGG CCAAGACTTG CTTCTTTACA 120 

TAGCTAAATG OCACTGATCA TATAGACTGC TTATTCCTGC TIAACTGCCT CAACGTTCCA 180 

TACCATCICC GGGTACTCCT CTATOCAOOG GTCACT3CTG AAGAA3CCAA CGTT33CGAC 240 

GGACAGGATC GACTTCTGGA GCCAOXCCG GCGG'ICUCCG TOGTAGACGC QGTTCAACGAG 300 

AGCCTGQCAG GCTATGTAGG AGTCGAAATC GTOGCTC2CC AGGTAGTAGT CCCCGTOCTG 360 

G^LXiACQGfiG TOZACCAGAG GTTGGAATTC ACGCfiGGTCC TGAGGGGAAA ATGCGCOCGA 420 

GGftGAGCGTC TCCAGTACGC GAGCAATGGG GGCTGGCAAC TCTTGXGGT GATACCGGTG 480 

CCGCTAGCGG ?O3TCTT0GA CATCTTCTGC GAGATTACCA AAGAGGAAGA 1GTK7ICTTC 540 

GCCGATCTCG CGTGTGATCT CGACGTTGGC GCCATOGMG GTGCCGATAA TGAGfiCACCA 600 

TTCATAACGA ACTTCATCTTT NGAATTCGCN GAflCCTCATT TOXGCTGTC AAANSTOCTC 660 

ACTAATCGGA TOBGGANAA TATTCGCCCG GAANATGTAT CCCGAATGAA ACCCCTCAGA 720 

AATACNATCC CTCTCTTANA OOGDCCNC TTATTAXTA TATOGCTGCC t^nTTTACCCG 780 

GCOTITNDCC CNAAAANACC TK3AGAAGNC OOCCTOTNTN GGMgCCCGlN CCNTTTTA 838 
(2) DEFORMATION FOR SEQ ID NO: 561: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 826 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
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(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genome) 

!vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1389RP 

(Xi) SEQUENCE CESCRIPTION: SEQ ID NO: 561 : 

GA3UTTCTTT TTGAAGCCCA CAGACACAAA CTGTGATGGA GTGCTGGAGA GQCCM3CTTT 60 

QGAOSftCrTC CTTTTCTI7G PCCOGCGAGT CTITTTCCTA QGTGTATGTC TTTCCTTGGT 120 

GCCGTGTTTG CTCACAATTG CCTTTAGCTC TTCGACGACA ATCTTTOTGG AIMOCTTTG 180 

GOCATeTAAT GAOCOCTTTT CAATTQCACC TTTGATOCAA CATCITCCAT TCCAAAOGAT 240 

ATTGGTCACC AOCAACATAT TAGTQ3AGTT ATCTTTOCCC CATGATAA3T AGAATCTGGT 300 

ATGTATTTCA AACGCACCTC CCGAGGGEftC ATCTGGCGTC TTOGTTATCT GCTCCACTAC 360 

TATGTTGAGAG TTCACATD3C AATGTA03AT TTTTTCCTOG ATCAAGCATC OCX7IX7IGCTT 420 

AGGACCAACA GGATTGTTTA ATGGCTTGAT ATATTCATAT TCOCTCACAT TATCIOAGAA 480 

TTCAGACGGT ATAGCTGAAA TATTATGATT AQCClGT l 'iT TCTAATATCT TTTGCAAGTA 540 

03A03TGTCC TCAOCAAATA ACAGCTTGTA CACGACACCC AATOTIOCTG CGATGGAATC 600 

GAATCATCAA CAATAACATC TOCTGGTTGC TCGTATAGGT GTTCTTCGTC QGAOGANGCT 660 

ACTAGOGOGA TATTN3TAAA TATTAAGANA CANTTGTTGA CTGTTNGAAC TGCGNGGTAC 720 

TTGATTOTAT AAAAOCTCNN AATGTEAOOG TTCNACNCTT TN3AGANTTN ANCOCTCNAA 780 

Toamocwr cjtcantttnc atctcccctc itiotatactg ATACOT 826 

(2) INFORMATION FOR SEQ ID NO: 562 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 839 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: R2G1389UP 



(Xi) SEQUENCE INSCRIPTION: SEQ ID NO: 562: 

GATCCGTCGC ACITTCAACA TIGTGAACGA CTTCACACCG GAAGAAGAQG CTQCCATCCG 60 

OCGT3AGAAC GAGT333COG AGGACCGCTA C<X»CGGCCC GCCTCTATCT ACCATAAGTA 120 

GCCGATATCT ACCGCTGCCG GG3CG33CCC CCO0CGCGCC ACCGITGCGT GCCAGGAGCT 180 

ajrCTOCCGA CTAICCGTGC CAAOGTACGA AACGATGCTG GTTTATGTGG TCOGCOCGCC 240 

GCTGGTTACA ATTAAOCGCC CCAOJICATC GGTAGACGGA GCTAGCTACT CCTTGXCCTG 300 

TAA0TOAGTT AACGCACAAG GGGAACTATT OJKJK3ZVCA G3CAQCAGAG ACOCTGCAGG 360 

ACATACIACG AGTTATTTCT CATAACTAAA CATTTITGAA ACCTTTGTTCS CGQ5GGCCAG 420 

GTOOTTTCGC AAAAOGCGGC OSAATAAACA G3GAGSAGAG GTAGATGCTC TICTCAGGCA 480 

GAGGCTAGCA AG3ATG3CAG AACAGOGCtAA GO3GT0GCGG TCQETCAGAG AGACCOCGCG 540 

G3CACTITTC AAGAAGCATA O33330AAG3 GQCGGCGGAA GCO300CQCG ACAGTOCCAA 600 

AGAO30TTAC GACCCGAATG CO2AA0CGCG GANDQ33CCC GAGOGGTNAT TICAAGTTOG 660 

CCOG3GAAG GOCCGANTTT NAAACCGGTG TNTAGACAAA AACTIGTCCA GTICNCACCC 720 

GTNGTTTACC AANNNI^NAA TCTCCNCCCC N337ITJ3GTC GCCN3AACCC CCNCICOCTT 780 

AC0333CCA C^TCTCTCCC CCOCCTCCCA TTAAANACCC O^JCNCCTTT INICTGNCC 839 
!2) INFORMATION FOR SEQ ID N0:S63: 
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(i) SEQUENCE CHAR/^TERISTICS : 

(A) LENGTH: 740 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: DNA (gencraic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1390RP 

(XX) SEQUENCE DESCRIPTION: SEQ ID NO: 563: 
GATCAAGTAA TCAATCW3TT AATAATATTA AGAATATAAT A3UTAGACAT TIAGTCTPGT 
CTATTAATTA TTAATTATTT TCTAATTTCT T3ITAA3TK3 TK3ATATTTT ATTGAi'l'I'lG 
TTCACATTCT GTTGACATGT TCATATUITA TAAAATATAA 'TTIT^ATATTA TTTTATATAA 
TTATTATTAT TATCTAGTCA TAGACTCATA TAAATATGAA TATATTCCAT TATTAATIGT 
TTA3GATAAA CATAAATTAA TATAATAACT TAITJT1AAG TlX^ATAAAT ATGTTCATAT 
TTATATGATT AATTCATAAC CTATICGATA TAAATATCTC ATACCCTTTT ATGAATTAAT 
TAAGCG3TAT TAAATIATTC TGATTQGATT AAGTTATLAT TTAATTTATG TTCCTAACAA 
TTAATTGATT CCATAAATAT CGATATTTAT TATTATTTAT TAAAATATTA AIGATAATAT 
TGTAATACTT CAATTATnT ATCAAATOGC AAGTAATCTA TEAATOTTTT AATAOGAITG 
ATAAGAAAGA AAAGAATATO ATCTATCGTA TAATATATTT CAAGTATGAC CTCTTCAATA 
TAATTAGAAG TTTAAACTTG TAGAGAATTA AGAATTTAAT AIGAGTCTTA CATIAAACCT 
GATATGAACC TTTAATCTAC TTATTIGTTT AACOGTIGAA GPGAGAATAG TTAATCTN7C 

TA7MACTTAT ATATTGATAC 

(2) INFX^MATION FOR SEQ ID NO:S64: 
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<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 773 base pairs 

(B) TYPE: nucleic acid 

(C) STRANT)EDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1390UP 
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(xi) SEQUENCE DESCRIPTION: SEQ TD NO: 564 : 



GATCAAACTA AGAAACCTAA TAAACTAATA GAACCTATTA GATAAATTAT AGAAATTTCA 
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CCAAATACAG GTTTTTTAGA ATAAGTTGAT ACAATATGTG ATATTATACC AAATAGTGGT 120 



ACAATTATAA TATATACTTC AGGATGACCA AAGAATCAAA ATAAATGTTG ATATAAAATA 180 



GGATCACCAC CACCTTGTAC TTCAAAGAAT GATGTATTAA AATTTCTATC TATTAATAAT 240 



ATAGTAACAC CAGCTGATAA TACTGGTAAT GATATTAATA ATATAACAGC AGTAAXTAAA 300 



ATTGATCATA GAAATAAAGG TATTTTATGT AAAGTTATAC CATTAGTTCT TATATTTAAA 360 



GCTGTAACAA TAAAATTAAT AAGTCCTAAT AATGAAGAAA TAGTAGTTAA AJGTAAAGAG 420 



40 



AAAATAGCTA AATCAACAGA AGCACCAGAA TGTGATTGAA TAGAAGATAA AGGAGGATAA 480 



ACAGTTCAAC CAGTACCTAG ACCAGATTCA ACTATAGTAG ATGTTAATAA ACAAAITAAT 540 



45 



AGTGGTGGTA ATAGTCAAAA TGAAATATTA TTIAATCTAG CAAATGATAT ATCAGAAGCA 600 



CCAATTATTA ATOGTAAATA ATAATTACCA AAACCACCAA TTAATATAGG TATTACTAAA 660 



50 



AAGAATACTA TTAAAATAAG ATGTCCAGTA ACTAATACAT TAAATAATTG ATTTTGACCT 720 



TGTAAATATT GTTGACAGGT GCTGATAATT CTATTCTAAT AATAAATGAT ATA 



773 



55 



(2) INFORMATION FOR SEQ TD NO: 565: 



833 



EP 0 866 129 A2 



10 



15 



20 



25 



30 



35 



40 



45 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 749 base pairs 
IB) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

;vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG139LRP 



<xi) SEQUETCE DESCRIPTTCW: SEQ ED NO:565: 
GATCTTTTTG CTCCAGGTTA TTCCCTTCTT GGACACATT7 ACGAAGTGTA TTITCAAGAC 
CT3PCTCQCG CATiTALWlU TTACGTTAAA GCCTTTGAGC TT^ATOCOOG CGACCTCGTC 
OCTGCTAAAT ACATQGTQSA ATACTATAGT GACCTGTGCA ATTOQCA33C GOOGGCCAAC 
ATOTOTGACC GTGTAATCAA GAATSATATG CATCTCAATT CCGTCA?CTG GCOCTACAGA 240 
GTTCT033TG TTTATTATTT QGAOCTICAA CAGGAGGCTG AATCCATCGA AT03TTCCAA 300 
TCTtXTTTAC GGATTGATTC GTCTGATOTT GAGGCATGGA TAGGCCTGGG ACAGQCXJEAC 360 
GCACAATCGA AGCCTOSATC AMCTTTTTTC AAAGGGCATT ?*3AQ?TGTCT 420 
CCAGAACATA AGTATO^GG CTTATTCCTG GCTATATCAT TATGCCACCT TTCAGAATTC 480 
GAAAAAAGTC TCGB03CCCT GAGAAAACTT GTGAATAAGT ATCC*=AAGA AGCTAICTTC 540 
AAMAAftSAC TAAGTGCAAC GTTGGTGGAG CATOCTTTOC AGTTCTTCGA CCAAGGTTAC 
CTGATAAAAG COXAACTTG CGCTGCTGAG GTGATATCGA TCA37CAAOG CATTGTATCT 
GAflCAOGTAG AATATACAAC CAATATGTGG ATTACTTTAT CAAAGGCTTT GAATATTTTr 720 
ATTTCCACGC GriTCTCAGTT CGACAACTT 
(2) 3KFORMAT2CN FOR SEQ 3D NO: 566 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 767 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEIUESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1391UP 



(xi) SEQUENCE EeSCRIPTION: SEQ ID NO: 566: 

GATOGOOGCG CAGATIGTGC AGAACGTGCT TGCACTA333 TCTCTTACGA CAA^3GACTA 60 

CATGC^GTOG TTO3CTTCCG ATC7TTTCTGT GAATGATGTG GCGTCCATGT TTGTGAAGCT 120 

G^ITGAACTA GGCTTICTGG TOTCX3CTTIC CAACGTGCAC TACATQOCAC TGGCCGATCT 180 

ATQXMGIC CTCTACAAGA AGGAATACAA TGCTATTCCA AAGAATTCGA CGTTGTCAGA 240 

TGCCAAGAAA CGTOCAGAAA C^AAOGCGAA GAOGAAGGTT CAGTTCAATA CGTTGCTGAA 300 

GAATGTCGAA ATGAGCAACG TACTAATGAC TGATATG2AG ACTTCAATCA GACGTGICCA 360 

AGACAATCTT CCTCTAACAT TTAACTTOGG (XGGTACATG AAGCACCGGC GTICTCGGCA 420 

GCTIGTACAG TTTGCAOCTT CCCGIGTG33 GAGCGTACCA GOCATGATCT ATA^XTOSC 480 

ACPGAAGATA ACOGAACAAT GTGCCCGTGC GCTITZAGAT OCGCTATGTG /CACfiGGCCT 540 

AATGCAGGAA CTTGAG3AGC AACIGGCTAC TCACGAAGAT ATaGOGCTAG ACGATGAGAA 600 

GCTACOOGGC GTTACATICA ATG33JIGGA CATATCCAGA AACTTACCAA ATAACATGGA 660 

CCTACGTGGC ACACTGACTT CTATGOCAAG AAGATCACCA GAACOTTGCA CGCACCAAGG 720 

TCAATOCCAT AAGCGGOTGA AGGCTGAflGA TGGGATG3CT GTAGCAG 767 
(2) INFORMATION FOR SEQ ID M0: 567: 
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(i) SEQUENCE CHARACTERISTICS: 






(A) LEM3TH : 753 base pairs 




5 


<B) TYPE: nucleic acid 






(C) STOANTffTNESS: single 

(D) TOPOLOGY: linear 




10 


{ii) MOLECULE TYPE: DNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1392RP 




75 


(xi) SEQUENCE DESCRIPTION: SEQ ID N0:567: 




20 


CATCCCCACC ACCGICACCC CCGIGCCCGG CACCACCCOG TICGTGAGGT ACO33T0GCA 


60 




CCTCAGCAGC AGGTTG3303 CtAICTOGCC GATC33TACG GflCICQQGCA CCTCCTOSAG 


120 


25 


CTICAGGAAC TGCTGGTCTA CGAAGCGCGA GCTCTCGTGA ACGAICAIGT ACQ3GT0CTC 


180 




GCCGCAAGGG TTOOOOGCCG COl'lO-CATC GTCATTCGAG TCGTC1ULCA COCACGCCOG 


240 


30 


COGTAGDGCC ALUn^mL" CCCCAAGOGA CTGGAAGITG TTT3AGGIXXA GCGCCGTCGT 


300 




^IUL\X«CAG TTOCG3CACA TCAGCGCAAC GIGAGTCGCA OGTGACGTCA GCACCGACGT 


360 


35 


TGACACCACG ATIX03CICA GCCOGACCAG CCGCGAAAOG CTCTGIGAGT CCAGCTGCCG 


420 




CAGCGCGGTC TCAGCCGCCG COCTCTOCAG CTCCACCIGC ACCGCCGGCA C<XX33CCCGC 


480 


40 


GICC7COGCX CGCAXXTGCG CCATCCGCCG CGCTA3TTCC GTCACCGCCT GCTCAAAGAG 


540 




COGCACCGTC TCCACAG3CT CX7K3GOGCAC AGTTTCTACA C03CCICGTT GTACCAATCA 


600 


45 


CATGCTCCGT GTTGACGCGC AGCGCGTACG CCQCAOCAGC AGGTTGTTGC CO^ACTGCTC 


660 




GCGATATAAN NAACCQCGCG TCNAACGAAA AA^OJCC^JCA AGACCGCACC 


720 


50 


fCCICCGAN^ GGTOGTTGCG CTXXCGCCTC CTC 
(2) INTORMATICN FUR SEQ ID ND:568: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 752 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1393RP 



(JCL) SEQUENCE DESCRIPTION SEQ ID NO: 568: 

GATCACGGAT TGCCCCAAGT ANTGCGCAAC AGTCGTCAAN TCTGACATAT CTCTTGCAAA 60 

TGCTAGCCTC TGGGGGCTIG AACTAACCAT TACTTCTAAT ACCTOXTAG CTGCCTCCAA 120 

ATCCGGATCC AAAAAAGCAA TATTTATACA TAACTATACA CGAAATCTCA GTTCATCOCT 180 

AGCTAGCTCA TCGTATCOOG GACTQ33AGA G3AACTCAAT GCTGTGGAAC CCTTCGAATA 240 

TGGCAGCGTC 0233ATGTTG ACCAAGGACT CQCCTGQGCC AAACATGCG3 ATODCACNTA 300 

GGTG3GTGTC TTTGCCGTTC TCGTGGTTAG TCACGACCTC GATGCGCAAA AACTGGCACT 360 

TGAGCAGGCC GTCGGAGGGT CGGTTGTCCT CGAAGGTGAA CTIGACCCAC CCATTGACTT 420 

GCGGACTTCT AG3GTCTTC3T AGTAGGTK3C GTCGGAAGGG CIGTGGCCAG CGTATATGCG 480 

GAC<XTICTCC NAMjIGTAGG ACTCATCGAC GAAGAGCGAG AAGTACATGG CAAGCTGGAT 540 

GATCTCAACG CGCTTGCTGA AGAAGACGTC TATGGTGTGT GGCTGGGAGC CGTCG C1T1G 600 

CCANAANGTC3 GCGG3GTTAT CATCCNAAGG CGTITICCAT GGGGTANCCG GCCTTGAANG 660 

B0 AAGAAGGCTT CCAOTAGGCC AACNAAGTGA TATCNACTTA CCCTGGTTCT CCAATGTTTG 720 

CAAGCCCNCC TGTTATTTNG N2CAGAAAAG AC 752 
55 (2) INFORMATION FOR SEQ ID NO: 569: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 773 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : Single 

(D) TOPOLOGY : linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1393UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ED NO: 569: 

GATCCAQ3AT ATCATCCCCA AAATCCTTGA AC0332TGCA AA03XCTCG TGCAAATCAA 60 

CAATCTOCAC ACGGCAGAGA AC1TACTCTT CGTATTTTGC TAOETGACTT CTATTGATOC 120 

GCG3CAGACA GTGGACTTTC TTTCATCAAC GATCATCGAT GAAGOCQ3CC CTACCOCCCT 180 

CCAGGCTATC GTTCCGCGTT GQCTAGAAGC AITCGAGGTT CTCCGCGGAG AACATAAAAT 240 

CAAAGAGAAC AITTTATCCC TTTCCAAGCT TITCTTCCTT CACGATCCCC GTATAGCG33 300 

35 CXTCACGGTC AATG333ATC TGATIUCCCA CGATGGCGAC ATCATAATCA CCCQOTCCAT 360 

GGCCAAGAAA AT3CCTGATA AGIACACGCA GATCTCCGCG CCQGAGAAGA TAGICAAGCT 420 

40 CTTTGTTGCA GAACTAGCCT TCCAGCAAAA CCAOCCTGAC CCTCOCCGTT ACCCTAAAGA 480 

CGGGTCTGGC CCTOCTGACC CACATGACTC CGAG33AGAC 1XZAGCTGATG AAGACTG3GA 540 

45 GGATGTCGAT GACATCCTTG ACTACGAAAA ATTG3333AG TACGCGGATG ATAGTGACAT 600 

TGACGACACG GIGACAGCCT TTTATTCACA AGTAACATCG AAGAGGATGT AACCACTCTG 660 

60 CTISCTCAAT TCTTCAAGGA AGCGGTTOCC AGAAATQCXTT CTO32TTCCA GGAGATCTAT 720 

AC<^3XTCA CTGAACAAGA GAAGAAGAGC TAICTGCATG CATOGTATAG GAT 773 
(2) INFORMATION FOR SEQ ID NO: 570: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 755 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDEDNESS: sir>gle 
(D) IOPODQGY: linear 



10 



<ii) MOLECULE TYPE; DNA (gencmic) 



1S 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1394RP 



20 



25 



(XL) SEQUENCE DESCRIPTION: SEQ ID NO:570: 



GATCTCGACG ATTACCGCGT ATGATTATAT CCCAGCAACA TGGGCACACG CCGCACACAC 60 
AGACATCATA CT3CTCGGTG ATTCGCTGGC AATGTCCACG CTGGGTCATG TGTCCACGGT 120 
QCACCTGGAT CTGCAGGAGT TCCAATACCA CGTCCGGTCG GTGTGTACAG CACCAGGCTC 180 



30 



GTCXTTTATA ATIGCAGATA TXCATATGG TAGCTTKJAG CGAAICATTG AGCAGOGAGT 240 



AGAGA033CG ATCTCGCTTA TGAAGACATC CAGCAGGGTG G3TGCTGTEA AGCTCGAGGT 



35 



40 



TO3CGCQ3AA GAAAACGACT 



OCTTGCCOCA GAQCTCTGCA G3CGCGGGAT 



CCCAGTAATG Q3CCATGTCN 03CTGACCCC GCAOCGCATG CATGCA1TGG CX3333TACAA 



GGTTCACGGC GCAAAGGACT TGGOCCAGGC GCTGGCGGCG TACCACCGGG CTAAAGATCT 



GCAGGCTGCA Q3CIGTTTTT CX^TCGTCAT 0GAATGCA3T CCAACTAAAC TAGCCGGTAT 



300 
360 
420 
480 
540 



45 



CATAACCGAG AAACTCAGTA TACCTACTAT TGGCATTGOC CC303CCCCC AGACAAGCGG 



600 



50 



GCM3JV3CTC GTACAGTCGG ATCTGCTGGG CATGTTGCCA N3GAAGGCCC CAAAATnTG 660 
TGCNGAATTC CCCGGACTTC CMCNGGGACG CCATANGTTC CTTGTGCCCC CTATGITGAA 720 



AANCT3XCA N3XNTCTTC CCNAAACTN3 GGGCA 



755 



55 



(2) INFORMATION FOR SEQ ID NO:571: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) 773 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEINESS : single 

(D) TOPOLOGY: linear 

(il) MOLECULE TYPE: INA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1394UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 571: 

GATCGAACTC CATGAAGGAG CGTAATO30C TCGTG3AGCT GCACCOCACT G3GTO0GTAC 60 

ATAO033SAT GTAGGAATGC GGGGATAACG ATICGGAAAA GC7K5ACTGGG CTOD3CCTCT 120 

AGCTTCAOCT CAAGCTGGCG CAGCAGOGIT GCTATAGGCT 0TTGTG30GA CAAGGTCGAC 180 

ACTTCAGTTG CAGTAGGAGC AGGTAGCATA CGACTAGTTA TATCGAACTG GTGCCGGTAA 240 

TGAGGATGAG OGTCAATTIC TG3CTCCGAG CGCT33CTAG CACCACAATT ATCACCAAGT 300 

CCATACCTCC A3TOCAATTCT GAGATCTTGG CTACGTGCGA CCGGTTTTGC ACCCCCTCCG 360 

GCTAAGTT3T QCACCGTGAC CTTCGATICC TCCK333AAA TGCGAGATTr CTITACCICT 420 

4Q TTACGTGKX: CCTCGAATAT CCCCGOCAGC TCCITCGCAT ACTGAGTOIT GAGCGTGATG 480 

ACCACCACAT GCGTATTCCC TCCCCGCTGTT GCGCC3CGAC TTTOCGCGOG GTIATGTQCT 540 
45 QCTCCCTGCG CTGCAAAGAG CTTTCCAAGT ACCGATGCAA AGTCTCTACC CCCTTGTTCT 
TOC^CCAGAA GC^TCTGGOC CATTGGCAAG CCCATATGCC CTAGGAGCCG ATCCATATCT 
50 GCACAAOXG TGGATGTTGT GGGATGCGAA GTAACCGGCG ACGGACGCAA CCCCOGATGC 

GACTGCCTG^ CNCCTCACTG TTGGATGCCA ACCTCTCCAC QOCTCTNGAA ANC 773 
55 ( 2 ) INFORMATICS FOR SEQ ID NO: 572: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 746 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1396RP 



(3d.) SEQUENCE DESCRIPTION: SEQ ID NO: 572: 

GATCAATCAT TCTAGAGCTG GPGCAAAGGA TACCTATAGG CTTGOCTCGT CATTGOCCCC 60 

TTTCATTATT ACATACCCAT CCTTOZACAG CGTGTGACAT TCTODCATTC GAGAGCAGGA 120 

CACCCAAGTT TTCAAACAGA ACAG3CTCGT TCTCTTGGTA AAAGTTGGAC CTTCTAACGG 180 

TGTCCTCATC GAAOCCGTCG TCGCCACTGA OGACCTTGAG G3CGTTGGAG GIGGCTTTGA 240 

TGTAGTCGTT GAGCATAGGA ACCGCGTCGT CG3CAAGCTT ATTGAAAAAT TGGTACTTGT 300 

TQ3CTGTGGA GCTGAWITGC AGQ33AGAGC AGITGGGTCT TCTITTCGAG GGITGCCAGC 360 

TGCG3CTGGA COIGGCTGGT GACTGTGITG AATTCTGTGA COVXAGCAT OCCCTGTTGG 420 

GCAAG3GAGT TTTQ33CQ3A GGCCGGTTCG GGATCCTTAA CTCOGACACG 103CACG33G 480 

ATGTCGAAGA CtCAGTTCGCC GTAGGTG3AG GTCTTGTCGA CCTGGATGGT GTAGTTGATG 540 

COCACGGGGG GGAT033CTT GATGTGGGCG TTGACAOCTG C<33CAGCTCG GTGAGCTTGA 600 

GGTACTTGCG AG3CTCTGCG GCGGGCOGCA GGAACITAAC GATCATGGCG TCCACCTTGA 660 

TGACAACTTG TGGTOoTICT GCGTQC7TCTT GGCGTTGCCG CTtOGGTCTC CGACNAAGAA 720 

CTCTTGAACA GGA3TTCTTO TNAACC 746 
55 {2) INFORMATTCTJ POR SEQ ED NO:573: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 772 base pairs 

(B) TYPE: nucleic acid 
tC) STRANDECMSS: single 
(D) TOPOLOGY: linear 

(ii> MOLECULE TYPE: INA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1396UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 573: 
GATCGGTTAC TTA^AGGGAG TGCAAGACCT OOOCTGACTT ATCTTA03GT TATTAQCTAT 60 
GACGGGTGTG TTCQ3ATTTC TGTCCAAGGG TTEAGATQX ATCAACTCOC TGAATTCCCA 120 
CTJVCTTTOCG TTGTOGGTGG ATCAACAGAA Q33CATGACT TTCGTTGAGC CTT^TTAGATA 
CTACAATTOG ACGTTTGAO0 GGATCTGTCT GGTCCTQGTC G33CTGATGT ATGOCGTGEA 
0310303330 ACCAAACTAA ACGAOCO30G CTCOGACCGT CTGTTCGAAC ACCTCAACAA 
GTICTTCTGG GA33AGCTGC AGTTTOOQCG CGTOOGnTTT TCGTCQCQQ3 ACAA<333ACG 360 
GGTO0CATAC ATCAOCGATC QGAATO3CAC ATGOTCCACC OCATTO3CTA C3333CGCAC 420 



180 
240 
300 



55 



GTGTGTOGftC CATATTGTOG TGAAOGCTCA CTACCC03CG 03CTTCAACC CTGT0333CT 480 

GCTGGTQ3AG AAOCTQCTOG QGAICTTCTT CCCGCAG3TG GTG3ACCQCA CG3ZGATGAG 540 

TITGTGCAGG TGACOGTGAC COCCAACGGG AACT33ACGA AOGfiCGAGAA CAC<X3COGTT 600 

CAG3CGACGG AOGACOGOCT GAACCGGTTC COGTTCATCG CGTCGATCGT CCACAAGAAC 660 

QOGATGAACG ACTCQCX30GG CAAGAACTAC TTCCTCTCCT TGACTCACNC GTCCGAN3X 720 

GAA-aCTCTCC CATGGAANTA CTCTTCATCT OCGANAACAA CCttTTGAACA AC 772 
(2) INFORMATION FOR SEQ ID NO: 574: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 753 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1397RP 



(xi ) SEQUENCE DESCRIPTION: SEQ ID NO: 574 : 

GATCCCATTA TTCTACAGCA AATATTACAC GGCCGGCGGA CCCICGACAA TGCAGAATTC 60 

GATGCATACA CAAAACATAT TACTACAAAG CTTTCAAAAG GTGTCTCTCC CACAGACGCA 120 

TTTCTAGGCG CACTCAAGST TIACATTCTC AATTGCAGTT TGAAAGGTTT ACGCTTGCAG 180 

AAAGCACACG TTATACTTCT TGATAAAATT GCGATAITCA TCAATACAAA TGTGGTCCAT 240 

GTGTCTGTCG AATCGATACA TACGATACTG AAAAGTTTAG CTGAATATTT TATTGATGCC 300 

AAG^AATATA AGCGACTCAA CAACGTCGTC AATATTTCAT TCAACGCATA TGTGATGTAT 360 

AAGCATGAAA GCCTTATAGG ACTTGCAGCA GATCTCGAAT TAITTCTCTT TATGTCCGTC 420 

AAACAGGACT GGTCAATGTT TACCAAGTTC GAGAAGTTTA T1TCTGTCGC TTCAGGAGAC 480 

ATCTCAGTAT CGCTCTTTGA ACAGTGTTTC AATGTTTATG TTATGTT03C GGATCCCTCA 540 

TTGGCCGGCC TATGGGATGT CTGCTTGAAC AAGTCGTTGA AGTGTTTCAA GAAATTGGGA 600 

CTAACTAGTT ACACAGACTT TAAGQCATCG TCCGAGCCAA TGCTAGTGTT GGTATACAGT 660 

Q3ATTTGTTT CTGATATTTT TACAATACCT TATAATGGCT GGGCTCCGCT ATCGAAAATG 720 

ITATTCATGG CATTAAATOG GGTCTATAAA TTG 753 
(2) INFORMATION FOR SEQ ID NO: 575: 
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<i) SEDUEN3E CHARACTERISTICS: 

(A) LENGTH: 757 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

'° (ii) MOLECULE TYPE: DNA (generoic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1397UP 

15 



2o (JO.) SEOUENCE DESCRIPTION: SEQ ID NO:575: 

GAICTGAAAT ATTGCTCACC CCCMXXJTGA CCTATGTAGA TGAACGTGCT G3AGTICGTG 60 

2S ATCATTCTGA CGAATICATC CTCTK7IX33C TITGAGCCAG TTACTATCCG TGTK3AACCC 120 

AAGTCGCAAC AAAGTCTGGT AAAATOTTCT TTAAAGCGCA GTTCAGTCCT QGTCAAGTCC 180 

30 OCATGCGGGT TTAAAACAAT CGAAAGTCTG <^KJVCTN3JT TAATCTTTOG AGAGATCTCT 240 

CCTCTGAATT TAGTTAGTAG CTCGIGAAGG AAATTTAT3G ATOGTACGCG GCTICACAGAA 300 

35 GCAIOGGAAA ATATACTGAG AGAT1CCCAT G3AACCAAAC 1GCATTCQGA GCTTATraCC 360 

AGAAACGTGT GTCCTAACCT TO3CGCOTCT GGTGCCTT33 CATGATAG1C GTGAATEAGT 420 

40 TCCICAAGTT GAATATGTAT GAGATGAACG TCAATCTCAT CATACGCATT TTCTTCGCCA 480 

TOGAAAAGCA ATATGICAAA GATGAAGTAT ATCAAGTCCT CCATGAATTC CAC CTT C TTT 540 

45 T0GTGAG3AA G33CATCCCA ATCCACCTTT AAAAATAACT CTAATATGAA ATOGTCCACC 600 

TCITAGAACA TAGACGQGTT TCCATACTGT CTTCITGTIG GAAGATTTGT TGTAAAACCT 660 

5 0 TTGAAATCOT AATITGAATA NTOCAAAATG GTTTEATCCA ACTGTTTTTC CNIOAAGAAA 720 

COGCNGAATC CCATATCCAG ATCTCATOCG GG3Ctv7ICNAT CTACATC 767 
55 (2) INFORMATION FOR SBQ ID NO: 576: 
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(i) SEQUENCE QIARACTERISTICS : 

(A) LENGTH: 774 base pairs 

(B) TYPE: nucleic acid 
IC) STJWJDETNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

<A) OPGANISM; PAG1398UP 



SEQUENCE DESCRIPTTCN: SEQ ID ND:576: 



GATOXTCTT CmGAAAGA ATATGTAGGC ACCCTCTCCT ATCTTT 



CCAATTOGTT 



CQ^TCCAAAG ATATGAAGAC GATGACACCT GCAGAAGCAG AAAGAATCCC AGftGTACQGT 



GCAGCAGTCG ACAIATO3GC TCTTOGTGTC CTCTOCTACT TCATGATGAG TG3CTATATG 



CCGTTCGATr QCGAAGACGA TGCCGAAACT TCTTGAAG33 TGACTA1TAC 



GTIGACGAGG AAGCTCGTGC CAAQGCCAAT GAGAGCTATA ACAGCTGCTG GAACTTCATG 



CAGCOCTOZT TTACGATGGA TGATAATATC C033C033CG CACACGAACT CATQQ3XAC 



(2) INPDRMATTON FOR SEQ ID NO: 577: 



60 
120 
180 
240 
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CCATTCATGC G3GAATACTT CCAATCGGCT GC33ZCAATG ACTTCGCATC TAICCCGCTA 420 



CTCGAGAGAT CAAGATCCTC CAACTCCCTG CACCACTTAG 03CCGCCATC AGQ33CACCG 480 



TTTATCTCGT CTGGOGTGCG GGTTATTAAC C^ACCOCCCTG TOOCACGTCT TGGCItXXXJT 540 



GAGCQCAATT TGGATAAGTT G03GGATACT TTO33GAAGA CCTTICCCTC ACTTCGCTTG 600 



AACCTACGCG CTnGTTGCT CAAGCGAATA CICCTAATCC TAATAAGAAG AACICTACTT 660 



TTT7TTCTIGA GCCPCCTCCV CCCA03333A GTCTAATGAA TO3GTGTITC AOSTCACACC 720 



GGAAAGTAAT OCAAOCTCAA TACQ0CAGTC CTTT03CGCA GAAOCTOCG3 CCAA 774 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7TH: 756 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

10 (iil MOLECULE TYPE: EKA <genonic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1399RP 
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<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 577: 

GATCATTACT COCAGAAACT GAGATCITAG GG33ACCAAA CTCTTTTCTT TGATGAGATA 6C 

CG3GAGGATG CCCTCGGAGA ACCAGAACAA TT3ZAGCAAAA GGCACGAAGA ATGCCAACGA 120 

GAAAAGCACG CATCOCTGCA TATGCAGTOC CACCCCATAG TACTTCCTIG CGCCATATOC 180 

CIX333330AG AGTCTA2CTA AGOTTGTTGA AATACCCTCN AATATTGCGA AAGTGATATT 240 

aOTOOTCATC GAAQCCAG33 AAACCGCTGC CAACTCATTC TITCCCAQOT GACCCACAAC 300 

TAATGCACAT ACAACCG3AA ACATCTOCTC AAGCAGAAAT GTAAATATCA GOGGCACGGA 360 

GTAACACAGA AOCACCAGflC TCTO33ACTT CACGGTGOCT GGTTOGTCGT OGAGATOCIC 420 

QGACCCTO33 AACGCQOTC33 AO3330CGCC CTTOCTGCCA ATOGAGTAGT AAGACAGCTT 480 

TCGGOGCCGT AGAACACGCA CTTCTODCTT CTOCOACG30 AGTIGCTQCT TAACCCGATC 540 

CATGAAGTGA GTGTAGTGCA CCATGTCTGG COCGGCGCCC TCCACATCGA CG3DCACGAT 600 

GTOCTO3303 CTOOCGTIAA CAGTCGAGTA OCGOCGTTCG TGCTCCTCCA ATATCCAGTC 660 

TACATTCAGT GCAGAGGACG GCCCGCCICA CTOGCAAGCG TC3/CQ3CAG 03AGACIX7IC 720 

O30GACAGCT CTCCTCCGTC AACCACGCCC TCCTCC 756 
(2) INFORMATION FOR SEQ 3D NO: 578: 
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<i) SEQUENCE OiAPACTERISTICS: 

(A) LENGTH: 775 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnuc) 

(vi) ORIGINAL SOURCE: 

(A) QRGANI34: PAG1399UP 



(XL) SEOUEN2E DESCRIPTION: SEQ ID NO: 578: 

GATCTTCTAC GACGGO330G GAAGAATCOG T3CCATCGTT TCCAACAGAC AGTTCCA3TT 60 

TGP033CCCA GCACCACAGG CTQ3CTOCAT CTACGOCAAG GOTI03SOCC TAAOCGAGGA 120 

OOOCAACTK3 QCOCTAG3TG ACAGCGACGT CTK7EACCAN TCICTOICCG GCAA C T ll ' I A 180 

CAAOCTATAT GAOCAGAACA TOGCAOGACA ATGCTCTCCA ATTAACCTCC AGGCAATCAA 240 

ATIGGTOGAC AACIO^TCAA CAOCCACAAA QCTATATAGT GCATATATTG TATTAGTTAA 300 

ACTAGGAATF TTTGTTGGCA GCTAGACTOC CCTACGTG3A TITCTCGTTG OOGATCCT3G 360 

GCTGCCOCTG GCGCTGACGC ACAAGSGCAA CTGGACAACT ACTGGOGTAC OCCATOCCTC 420 

CTTGTQCATr TTTCCCQCGG TGGACGTCGC TGACGTCAOC GTOGCAOGTG ATCATAATAT 480 

CTCCOGGGCC AQGCCCCTAT TGTGGOGGAC AOGAATOCAT GCGGAGGTGC AAAATGGTGC 540 

AAAATGGTGC OCGATGCAAC TCIAG3CCCG AOCTGAAACA AGATTACCTG G3CAGCCTAA 600 

ATTTOIH30G QGTGCCTGGC AGCCCACATG TGTATTGTGC 1'1'1'LACAGTT CTTQCTQCOG 660 

CTOTCCAATA CAGCCGATCG CGALTi'lUCT GD3CSCOGOC CACTK33CCT GCGCGACAAA 720 

AACTOCAGOC QC0<XO3CGT GAATGQCGCC GGACGATGTG CTGCCGCGGA ATTCC 775 
(2) INFORMATION FOR SEQ ID NO:S79: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 757 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEDNESS; single 

(D) TOPCLCGY: linear 

(ii) MDLECULE TYPE: CNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1400RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 579: 

GATCCTGTCA AATAICCCCA ATACCAAGCA GCCGCGTGTT GTAGAGCATG TOGTIGAACT 60 

CAAACCCICA AGCAGCOGGG TITTGGACTG TOCACAGGAG ATATTCTCTC CATTTCCACA 120 

GIDGAAGAAC AAGCCCAGGC CG333GACTG GAA3TCTCCC TC TTOTO glT TTICTAACTT 180 

CCAACG3CGC ATTGCATGCT TOCGGTGCTC CITCCCAGCC ACTAGK3CAG TGACGGTCAG 240 

CAAGCTOTAC AAGCCACAGC AC<^ACGCCA TIATCAGAAC OCACACCACG TCCCATCGAA 300 

ACAACAGGTG C^GCACCCGC AGATICACGA OCAAGACACA CAGCAGCATT CTCAACATTT 360 

CAACATCCAG CAGA1GCOGC AGCAACTCCA AATGCAACAG CAAGCGCACG GTACCGTTCA 420 

AGGGGGCAGT AGCATGCAGC AGTACAAGCA CAG3CCTCAG CACGOCTEAC AGGCGTAICT 480 

TOXTGCIAC CAACAGCAGC AGGCGAAGTC ACAGCAGCAG TACCAGATGA ATCAGCAACA 540 
GGTCCAGATG ATCGCTGGCG AOGCCAGAGA CGGTATAACC GGTACAACAA AATOOTGCAG 
OGCAACGGGC AGAACGGTAA TTCTTGTACG GAAATGGCTC OCTG33CAGT AGCAACGTGC 

CCTTCAGAGC TGGCGACTGG AAGIGCTIGA ACTGTTCTEA CCATAATTTT GOCAAGAATA 720 
TTG-rriuiCT GOGTIGTGGT AATCCAAAGA CGGCCAT 
(2) INFORMATION FOR SEQ ID NO: 580: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 775 base pairs 
s (B) TYPE: nucleic acid 

(C) STRANDFXNESS: single 

(D) TOPOLOGY: linear 

10 (ii) MDLBCULE TYPE: ENA (gencrnic} 

{vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1400UP 

15 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 580: 

GATCGGC033 TACTTCAGGT CAT7XTCCTC CACCACCACC ACCAGCTGCC CQG3CCCGCG 60 

CTCATACAGC TXTACGCCA CGCGAACATG TOXTCCGCC TOCGGCACAT CCGCCTCGTA 120 

GAACTCATCC GCAGOCACCA OCCGCGTCGC GCACICCCCG OCQCCG3CTT GCGTCAGCGT 180 

CCCCACTAGC TGCGCGACCG GIGT3AGCTG CACCATCTCA 03333CATCA GCCAGCTCAG 240 

CGTCGATG3C AOCACCAGTC Q33CCGAGTA C03CTCGCCG AOCTTCCCGC TGAACTCGAC 300 

CT3CG3CTCG GCCCCCGCGA GAAGCGAATG 03GSTCCATA QG0CCGPO3C AGTCCAGTTG 360 

GTGTC7K532A AGACGCTCAG ATTGCCATTG TTTGAACTGT CCACAGITAG AACTTGCACT 420 

ATGCTACCIC CCCGOCGCCT OCOCGACCCC ATAGTCACAT ACTATCATOC TCACACAACT 480 

CAGTACTTOC TGCGAGTCCC AACTCAAGCT AACGAGTACC AGACTTO3TT TT33CIGTTG 540 

CTCTATGCAT TCCAATOGTT TGTATAATCG AAAAATTGTT CAGTTGCTCA G2ACATCICA 600 

TACAAGCAGG AACAAGAGOG AGTCGCGAGC C^AAGACCTC TTAGGCATTA GTAT03TPAG 660 

CTAGGATGTC GGCAGAACAG TTGCGACAAG TACACGCAGT TGCAG33CGA ATTGGAGGAG 720 

CTGGTGGTGA CAGACAGAAG CTGGAGACGC AGCTGCAGGA GAACAAGATC GTGAA 775 
55 (2) INFORMATION FOR SEQ ID NO: 581: 
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(i) SBOUENCE CFAJ^ACTERISTICS : 

{A) lacn-: 723 base pairs 
5 (B) TYPE: nucleic acid 

(C) STRANEELTJESS: single 

(D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: DMA (genoric) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1401RP 
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(xi) SECUENCE DESCRIPTION: SEQ ID NO: 581: 
GATCTTOTIG TIGGCAATAC CC7GICTEAC GTTGAAAAGA AGIGTCICIG AGGTOTCCAT 
CAACAAAAAT ATTACGAGIT ACAACAOCCA CCCGAACTCT ATTGOCCAAA ACATCCAACA 120 
ATSTCGICTT ACCK3CACCT GAATAAOCCA TCAGAGCAGTT CAAAGTCCCA CGCTTTACCC 
AAOCK1CCAC GITOSTTAGG AIOTCCTGG TTrcATTCTT AA3GTCTATA TCATAGCAGA 
CATCTCGCCA GIG3AAAATC CTATCAGAAC CAATTCICTG AATAAGTICG COTSATTGST 
CACTIGCTAT AGTACTAGAT TCCTTTCCTG GTOCA3TAOC AAATICTATG TOXAGTIGA 360 

TGGCCTTTTT ATITIGCTrT TTTATrTICT tgaaagttga ccti!aggaat acagccattt 

CACCTTITIG CATCCCACTT TTATTATACT CAATTAAGAT CAGA2AAACA CCTAAGAAGA 
AAAATOCATA AGCAAGAAOG AIXXOCCAAT TCAICCACTT GlT ri'lUUIG TTGTAAOCAT 
AAGCAAACTC TATCTAACGG GIXZCCATTTA CAAAGGIXTTG ACCAQGAACT GCTCCCACCG 
ACAAGCAGAC TTTATICGAA ATACOSAATC CCTGATAGAA ACTACCAJCG GGTACCATK: 



CCA 



60 



180 
240 
300 



420 
480 
540 
600 



660 



GAGAACATTC GAATATOCGT CCGICAAATT CATTCCAAC CATCGCTTCC ATGAK3CGTG 720 



723 



<2) INFORMATION FOR SEQ ID NO: 582 : 
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is 



20 



25 



30 



3S 



40 



45 



50 



55 



(i) SB^JEUCE CHARACTERISTICS: 

(A) LEJGTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 

(D) TOPOICGY: linear 

(ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PA31401UP 



(Xi) SB3JEN3E DESCRIPTICN: SEQ ID ND.-582: 

GATCTGCTGA GASTAAGCCT TCWJ'IWIUJG ATITGTTTTC TATTTG3AAG TCTOCAO^AG 60 

CAG3CTTTGA AATAG?>GTTC TEATCTTATT TAACOKXX33 GTAACGAGIA TACAAQCATA 120 

TCTTTATrXG TAItXTAGIT ATATOCTTTG AAGAGGT33T CTO^AOTKE C03TCTATTT 180 

TATTTTATTT TTTCATITCA CTAAGACTIT ACA 'l'lT'lTlT TTEAAAITAT ITITl'l ' l GOS 240 

CTAAGACIUT GAACAG2GAT TTTAGAAAAA AGCGAAAACG TTCAGGAGGC CIOOCTACA 300 

TGATATCCCA GGCCTTCTEAT TTGTCfGPCT GC^CTOCCCG QCE KUl ' l Ul' GACCAAGHGT 360 

TGftL.uiuJ33 CGGOGTGCQ3 ATTOCA033C T T KZACAGKTT OGnTAATTEA ACAATTERTft 420 

GAGAAEAGAG ATTXTTGACT TTAATCAACT GTO333CQCG CCAAATTCGA T ITITIGG AG 480 

TTTCTCGATT TTCACAGCAG ACGAGAAAGC AQ2ACA03CG QG^rxGCCA QGCAGTCCCC 540 

CCT3ZAGOD3 TGAGCQ3ACA CASCPGAAA ATACAG3A#3 ATGAATACTG ATAATCTACA 600 

GATTTCATTG ATATCTCATT CA2CCQCTGA TTATCAA.TGA AAGTACCCAA TGAICCATGA 660 

£GCCAGTAGA TGITAGTAIA TTTTATTAAA TATATOCACC TTTGTTATCC AA1CTCTGTT 720 

(2) DtfCRMATIOJ FCR SEQ ID WD: 583: 
(i) SEQUENCE CHARACTERISTICS: 



851 
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s 


(A) LENGTH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MDLEOJLE TYPE: DNA (gencrrdc) 




10 


<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1402RP 




IS 


(xi) SEQUENCE DESCRIPTION: SBQ ID NO: 583 : 




20 


GATCAG3W3C CCATCAAGGC CiX'lAAAAAT OGCATCCCCG CTCTCQJITT TCCCGACTAC 


60 




G3CGCTGTTG CTTGAAATAC AATTACTOOT GTAGITCCIC CTGTGAIQCT GGTTGAAATC 


120 


% 25 


TTGCGGCGCG AAAO^;n_-iu CVlTyCTCSAAA GGAGCTCAAA GCIUGTCACG TOSTTCCGGG 


180 




ACIACTAGC3 TtlUJAttJLL; 'K7TITCAGCC CAAAACACGG AGGCCGATTA CAT7CCCGTC 


240 


30 


AGCOGGCC3G AGGGTAGAAG ACCTOCCCTG ATO3GAGTIX: AT3CTCTEAC TGC33GTGTG 


300 




GTAATAGTAC TCACCAOCAC TOCTOGACGA AAGGGGAGCA OGGGGTAGCG OTOCCATCTC 


360 


35 


1 lUlMUJCTC CTOCGAOOTC CTTCTAACTC TGCCAAAOGC AGCTGTGCCT GTTOCTCCIG 


420 




GTOCGCGTCC Alltiulia ^GAGCTC03G ATCATCATOC AACATCTCCA GCACCTfCAA 


480 


40 


THUJLUJLT A/^CACGTIG ACTOGGCTTC CAQGTCGICC ATTICTCGAT GCITCATCAT 


540 




GACCTCCAGA TGGAGCTGCT CCAGAAICIC GCGCTTCGCT ATCIXZGTATT TTATTCGCTC 


600 


45 


CGTXlTiAJlUi CIITTCACQCC OCAGOGGCOC CTTXT0O3CA GGCAGCCOGC TGTATKtno 


660 




GTCGGCCAGG GAAA<JL , 1U 3 T OLXJJXJAC1T OGOIGTCGCC ACCTOGTAAT ATGCOGGCC 


719 


SO 


(2) INFORMATION FOR SEQ ID NO: 584: 




55 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 726 base pairs 
<B) TYPE: nucleic acid 




nwhiv -co 


852 
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<C) STRANDEDNESS: single 
(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DMA (genonic) 

(vi> ORIGINAL. SOURCE: 

(A) ORGANISM: PAG1402UP 



30 



35 



40 



45 



SO 



60 



120 



240 
300 



IS (Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 584: 

GATCAAGTTA TCGTTGATCA AA333TCAAT ACCCTTTTCT CEAAO^ATCT GCCW3GmC 
20 CTIO303GCG CGTAGCTCATG GTTTCOCGTA CAACGCAAIG AAGCAGTA03 CATAGTGGTT 

GAAGTACTCT QCCATCCATT CAAAGACACC AACAACOGCA TOCAflGATTA ACCACAAGCA 180 
25 CroCATOCAC CCACTGTCGG ATATCCCGGA AATAATOCCA TTO33AAGCA GCTGAATAAT 

CTOCCQCAGT ACTTTGAATCA GAGACACAAT CAGCGfiGCCA AAGGAAATGG ACCCAAAGGA 
AGTCOICAAC QC7K7K7TTTA ATGSGCCAAA «3ZT33CCAA CGTGGCATCC CTIGGICCGA 360 
CTTOGAAAAA TAGTACCAGC AGCCGTAGAT GCCCGCGATO GTGCAATCAA TCACATTCCT 420 
GATGACCICA GAAATGTAGA ATCCACAGAA GAAAACGAGT ACCAAAATAC CAATEAACTT 480 
TOCAOGTGftG CAAGAGCCAC CAGATACATC GCAGCCACCA TTCT0GCK7T TCGG3TCATA 540 
CTTTATCTAG GTCGCAACCA ACACTACAGA GAATAIGACA GAGAACGGAG CCGACACAAT 
GGTACCTAAT AATGACACAA GCCACGTCTG TGGATGTTTC TTCATAACTG ACATGACCGT 
A03CAAGACA GD3ACACEAA ATGGAATCCT T3AGCGCATT AACCACJIAGC ACACCGCCGT 720 
CAGAAT 

(2) INFORMATION FOR SEQ ID NO:585: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 731 base pairs 

(B) TYPE: nucleic acid 



600 



660 



726 
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{C} STOANDEDNESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1403RP 



,5 <*i) SECUEfCE DESCRIPTTON: SEQ ID MO: 585: 

GATCCGTTCC TIGAGA?CCA CCTAAAGCCT CAACTCCTCG CAGAAGCGAT CAP03GAACC 
20 TCTTG33AGG GTAAAGTTAG TATTAACTTG GTAGACOGAT TCGACCACTC GTATTftCTTC 

GTCAGCACGT TCGTQCCG3A ACACGCAAAG TACCATCOC AAAAGTTGOG TCTAGTTTGA 
*5 GATTTGACGT TOCX3CCTGTT AATTOGTEATA TACTTTOVTA TTTAGTCATA TGACGOCTK: 

AAGTACTCTG ATTCTGCATT ATAACICCTC CCGAATOOCA GCCTCCGGCA GTAAT03CAA 
30 CGCAAACTGA ATTTXTCGGT AGTTCAACCT TG3CCG3TTG C^3CACGCGT ATGCTCCGAG 

CAGACTCAAA CGTCGCTATT TX30CGOGEAT CTACAGCCTC GICGGGATCT CCCTGCCCAA 
GACACCCACA GATATCACTC TOCAGCCCCC AGGAGTT^AG TTCACCTTIG TCG^TTAGAG 
CTAG3ITGTG GTT!AGTCTCCC QCA3ATACAG CAATAAACTT CTOQOCTTGT TCCAAATTCA 540 
TCTTCATGAA TWGTCCTCG ACGATATCAC CATTATTCAC CTTCPG3JT3 TATGTGCIAT 600 
TCTCQ3TACA TAAAACCAGT GTCAIGCAAG ATCOCTCAAT CTTCGTTTAA CCU1UJA 1 C A 660 
AATOOCAAAT CAACGGTTTT TGAAACGCCA TGAGTGTATA TCCACAGTTT GCGCCCATTG 720 
TTAGTAAIGT A 

(2) XNFORMATTCN FOR SEQ ID NO: 586: 

(i) SEQUENCE CHARACTERISTICS: 
K (A) LENGTH: 717 base pairs 

(B) TYPE: nucleic acid 



35 



40 



45 



SO 



60 



120 



180 



240 



300 



360 



420 



480 



731 
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(C) STRANDELTIESS: single 

(D) TOPOLOGY: linear 

5 

di) MDLBZULE TYPE: LKA <genoru.c) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1403UP 

w 



js (xi) SEOUEMTE EESCSIPTCCN: SEQ ID NO: 586 : 

GATCTCAAEA TCAAOCAACT TGTGACGTOG CTTAAAACAC CATATGCOSA G3ACATTATG 60 

20 TCCATCACOG TGTACAAGGA CAATOTTTTT GOZACQCACA AGCAGGOCAT TACQCGGTTC 120 

CACCAAGGGA ACGTGAACTT CTGGAATGCT CAOCAGGGAC TO3TCTTGAG TAGCGAAATA 180 

25 TTQ03CAAGA OZTGTAOCAG TAATOGTATA GATO33ATQ3 TTACTGGC33 AAATGATQ33 240 

TCATTAG03T TGTG3AATAT TAACGAATO3 CTGAAOGGTA CJKXGTOCCC QGGTGGATCA 300 

30 003C03AC03 AAGAACACTC OTITOXTCT GQ03AGO3CC GAAATTCTTG GACCGAGTAT 360 

CAACAAATOC #3TTJ>GATAA CGATCACATG ATT3CAACAC TGCOQGAATT CATTAGTTAC 420 

35 CAGACTGTTT OOCAACTCOC AGAGOOCCAA AATATCATCG ATK33CGT7C C7IGTGCGAAC 480 

TTOCTGCAAA ATCTCTTCAC TAAGCTO3GT GCLAAOCATT GTQ3GCTEAT ACCTCTCAGT 540 

40 ACAGGCAGCA ACCCOGTGGT TCTOGOGCAG TTCAAOGGCA ATGCAGCOGC GOCCAAACGC 600 

ATACTATCGT ATOGCCACTA CGATGTGATA TOOQ3GGACC AOOGTCGCAG TGGGACAACG 660 

45 ACOCTTCACG CTCACTTGOG AAAATGOGLA TCTTAAGO^ft. AGPG303TGT TGATAAC 717 

(2} INFORMATION FOR SEQ ID NO:587: 



(A) LEM3TH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELTIESS: single 
66 (D) TOPOLOGY: linear 

855 
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15 



20 



2S 



30 



3S 



(ii) MOLECULE TYPE: EMA (genordc) 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: PAG1404RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 587 : 

CA7CTGCAAC GTTACTGATT ATCCTGTAAG CCCTCTTTTG GGTTAAAACA TCCTGTG?*7T 60 

TAACAGTCGT GTTGAAGATA GAAAATAAAG CAGTGTATGA TCATOCTQGA ACAACCCTGG 120 

ACATAACCAC C^CAAGAICT AGAAGTGIQ3 QCTCATTTT T3GCTGGCCC TTCACAGGTT 180 

OXTAGACGC CTCCTTATCC ATG3ZATCTT TTAGTAA'TGC QCATACGTTA TCAAACGTGT 240 

TAGACAQGTT TTCCGCAGAA GTAATTTTCA AGTATOOCTC GATO3TTTCC AAAATATAGC 300 

TCCGAGOGTT G3GTOCAGTC TOOGTCTTAGA CATTGAAAAG AACGGCCAAC ATATTO330G 360 

ATITCTGGGA GAGGTATTCT ATCTTITTCT OCGCTTCTGT C33CGGGAAT TGCTGTCCCA 420 

TAATAATCTC C7TCCTTATAC QCACCAIXTTC TGTATAGAAG AITACrrGTG ACCAAGACCT 480 

TCAATOCATT GCATATGACA GTACGCAGTT CAATICTGGA A1AAAGTAGG GACGCTAACT 540 

CTGCAGCAAA CICATCCGTC AATACAICGT TTEGAICTTT TOGAAGAACG CAGAACTGAG 600 

40 GGAflGGTAGA CCACAATP33 TCAACAACAG TCTCAAGTAA TCTGCACIGG ATAGACTCCT 660 

TATCCAGTTT CTCAATGGTG GACTCGAAAT GACGAATGGT AGGAATAAAT 710 

45 (2) INFORMATION FOR SBQ ID NO: 588: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 715 base pairs 
50 (B) TYPE: nucleic acid 

(C) STRANDEXNESS: silTgle 

(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: DNA {genonic) 



856 
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w 



15 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1404UP 



(Xi) SECUEMZE INSCRIPTION: SFQ 3D NO: 588: 

CATCTTCAGC AAGATCAGCA CCACTIGACG CACIWCAAGA ACTACCGGCA CTO30GGTGG 60 

CAGOCCAAGC GOOQCTGGC CGGCTOCGAG TCAGGAAAAG TCG3AGCAGG TCGIACAGGA 120 

COCOGAAAAC CCX^AGCCQC TO30GAAGCT Q330GACGCG C7GACGGTGA CGGCGCTOAC 180 

QGGCAAGATG AGCTACTACC COCAGCTCCA G33AAGCt?IG AGCTCGTTGC TCAGTTCTCT 240 

GTOX^ACTA ACGACGTCCA CCOGGGOGCC AGAATGCGAC TTCACTGAGC AGITCATCAC 300 

CTTACTCGTG AACACCTACC ACGAGATGTG TCTGGATOCA ACCGICACAC CGTICGACAA 360 

GACIAACXTC OCATCTGCTT TTCTCAACAA GGTAGOGCGT QOTOCGGTOG AGCGITCTGA 420 

GCAGCAGAGC ATCGCCATCG GAOGTCCGCG CGATAAAT03 TTGTIGACCT GCACGCQ3AA 480 

GCGGCTTCTA CAGGAAATAA AGCGGGAGAC CGACGACGTT CCACAGGGGT CUJIGCGCTC 540 

GGTCGCCTGT TCCATGAACC A033CA00CT ACAQ33CGAT CTAAGCTCOG CTTTTGCAGA 600 

GGAGQ3CGAT TICnCTACT Q3GATCD33A CITCCAACTG TTOCAAGGCA TCACGGCAAA 660 

ACTICTAAOC GACACTO3AG ACATCTCGGG CAAAAATACC GCATGTCTIT GGATC 715 
(2) INFORMATION FOR SEC ID NO: 589: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 729 base pairs 

(B) TYPE: nucleic acid 

(C> STRANDEENESS: single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

55 (VI) ORIGINAL SOURCE: 



20 



25 



30 



35 



40 
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- 




(A) ORGANISM: PAG1405RP 




5 


(>CL) SEQUENCE DESCRIPTION: SEQ ID MO: 589: 




W 


GAICTTTCAT hjyn\JJSJL' TtXTTCCTAIA TAACIAAGAT TCGACAGAAC TOCAA33GCC 


60 




ACAGAGGAAG AGCTGCTGCA TTCCACATTA GGCAGGAACA GO^AATGTCT ACAAATOCAC 


120 


IS 


ACTACACACT AOXXTCTCA GCCX^TCCCA ATCTCAGATG CGCACAQCAA QCX^CCCAGT 


180 




TOTTTGCCCA TOOCCCTGTA CTOXAGCGG QXX32AGATC GXTX3CTAAC CATTAATQCG 


240 


20 


AOa^ivjU*, GCTX*u.-«fr (333CCCCCAG CaXTTGATAC CTCCACTCAT GCACCAQGTC 


300 




GCU^LbACA ACCACGCTCA TATCATGCCA QXTCCTACG OX*KXGACA GAGCTOQCCC 


360 


25 


CAQGTCAC03 CGATIATX333 aSAGTTAGCG ATOCT3AAGA AGTCGATATT GCAGTOQCTO 


420 




AACtXCGAGT TCMSACGGA G3AATACAAC AGCATCTACC AACATTTGAG TCAACTGCTG 


480 


30 


GCGTOCXTO CAODXXJCGT CGAOXA1CT GCAOCGCAGC CXXAGCTGCG ACIOCCGTCG 


540 




ATATCTCAAA TEAT3CXXX33 AACAGAGCCC CAG3AAGTCC AACGTACCTT CATCATAGCA 


600 


35 


TCCTCCGAGT CACAOCA033 CCAC<XX7TAC ATCTCOCCGC CGTTAAGCTC GACAATGTCT 


660 




ACGCACOOGC TTTCACOUX; CATCTO37EA 0CCAAACO3A ACTACTCCGT GAOCACCAAG 


720 


40 


AAGAATGTT 

(2) INFORMATION FOR SEQ ID NO:590: 


729 


j 45 

SO 


<i) SBDUEJJCE CHARACTERISTICS: 

<A) LfNGTH: 715 base pairs 
(B) TYPE: nucleic acid 
(C> STRANOEXNESS : single 
(D) TOPOXGY: linear 

(li> MOLECULE TiTE: ENA (gencmic) 




55 


(vi) ORIGINAL SOURCE: 




tsooeto «-fp 
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(A) ORGANISM: PAG1 4 05UP 

5 

(Xij SEQUENCE DESCRIPTION: SEQ IDNO;590: 
ro GATOAAAIA ACACCACGGT TITCATO33C GGCTICTCTr CQCTCGTGAC TGAGGATGAG 

crAcraccrr acticcagcc attcggacag atagtctacg tgaaaatccc ostcqgcaaa 

, 5 Q3ATOCX3GCT TK3ICCAGTA OGTOGATCGC AGTKX3XAG ACW^CGCGAT OXCAAGATG 

O^AGGATITC CAATTGGTAA TICGAGGGT13 03XTCTCAT OG03Cft3GfiG OXaAACCAA 
20 ACAG0O3CTA TvXACXACQC GITTTXCATA QCACIACSGC AGCAGCAGCA 0CMC3O2AG 

cpocpocpcc aagcccgccc a^ocATrcc cagcaacatc agtatcagca tcaacagcat 

CAACAGOOC CTCAACATGT CAITTCIGCA CAGCXUTTQC TOCAOCAOCA A3TOCAACTA 
CAATTKXCT ATCAGCATCA AOTCCCATG COGCAGOCCT A037TIACAC AITOGACTCG 
TIGAGCGGCA C037IT03AA ACATOTTOCA ATOCAGGGTT TrdTTOCGG 1AATATCGGC 
TTCCAACCTT CTA033CAAT T3ATAGCTCT CCACCAACGA CCTTGCTTCC CAACCTTICr 600 
TCGITGGACT ACTCTGGGTT TO^ACCTTCr ACGTCAGCGT TCACITITCA CCCACGAACT 



25 



30 



35 



40 



45 



50 



55 



CITTAQGCAC ACOTTCACA ACATD3CCTA GATICTCAAC AATGCCAQCG TOICC 
(2) INFORMATICN FOR SEQ ID NO: 591: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 699 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDECNESS: single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: LNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1406RP 



60 
120 
180 
240 
300 
360 
420 
480 
540 



660 



715 
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- 


5 


<X2) SEQUENCE DESCRIPTION: SBQ ID NO: 591: 






GATCTCCTTC CAGK5AQ3CT GATCCACAAC TOCOGACCTC ACCCCCCGTG CL7ICAOGTGA 


60 


10 


CX^CAGTOCA CATl'riL'KA GTrAOOQCTC GTTTAOCTTA GCTATAOGAG C3GATO3CACC 


120 




ACTTACQCaC TtXTOCOGAA CCAGATACGA TCAAQXGCC CAAATTCGAT AGAATGCTGC 


180 


15 


CiU^IGAGC CQCOGTCATA G3GAAAOGAC CAAAG3TTCC GTCTGCCGCA TOGTATCTAT 


240 




GTG-iwuiur i^J^AOGACCG AAAAGTTGAC TTTIAACGAA GTAGATTITT TTATTAGATA 


300 


20 


TTTAAGCAOG TATQCGTTAA CGACC&3CTT OCAA0307TA TAOCAAQ3CT CTGTGCGCTT 


360 




ATCATTAGCA OXXXiACATG TCAGAATOCT TCCTACAGAC AGK33TO303 TACGTOGAGT 


420 


25 


TG3TGCTOCA CCACTTCATG GCGTTCTCGT CGACOCAOCA GC7IC7KXATA CTAATAGTGG 


480 




CAOCATTCAT ATACTCGCTG GTXTTCGCAGA CX7ITATATTC AITCAGGAAG GA3AGAGTAC 


540 


30 


CwiALflLiX Gl'iu/uu^TA CUCT033IGS C7IT00GCGCT COCGTATOQG AGCOCTCCGT 


600 




ACGAo-i-i-i-i-r TCGCAAGTGC AOCAGAAGTA TG3CGATGTG TTTGCGTTCA T3ITQCTGG3 


660 


35 


GCGTGIGATG ACCGIGTATC T3333ACGAA G3XCACGA 


699 




(2} DEFORMATION FOR SBQ ID NO: 592: 




40 


(i) SEQUENCE O^ARACTERISTICS: 






(A) LENGTH: 709 base pairs 






(B) TYPE: nucleic acid 






(C) STFANDEENESS : single 




45 


(D) TOPOLOGY: linear 






(ii) MOLECULE TYPE: DNA (gencmic) 




50 


(vi) ORIGINAL SOURCE: 






(A) ORGANISM: PAG1406UP 




55 
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(xi) SEQOa*3E DESCRIPTION: SBQ ID ND:592: 

AGAACGtQCG GATTAGTCAA AA^GTOXGG AAaXTTTCCAT CCACTAGGCC 60 

/OCCAD3GAT TGCAAATOIA GACAAQ3TTT ATTAGAATTA TACCGATTGC 120 

CCTQCAGIAG TAOGAGCTCG GAQTTCACGA CCGAGCGATC CO0Q7TO333 180 

TAAGACCAGC CTACOCAGAC ATTG3333D3 AGCK033CA CGGGTGTOGC 240 

TCGZA1ACAT GTAOJl'lUrA CCATTKTKXr AGAAGAATGT TCTCCGSCTIT 300 

TGATAGACGC CGAGTCG3TG GCAGTAGAAA ATAACCTCGC ACAGCTGCAG 360 

TTAATCAGTA G3CCATOCTT AGCAAAGACT TGCTCGTTGA CAATOCXTOA 420 

CACGTGATCJF AATOCATAAC AATAAATCIT 02CM33^TIG ACTCCATCAC 480 

GTAACCACAT C7TItX7K337r GTX32ACAGTC AG3TOCATCA GCAGCTCCTT 540 

GttIK333CCA QCTOCTCTTG GGATAATC7IC CGGATO3ATT CCAGGTCCAC 600 

TflC«3333GT TCP33AAAGA TTGAAGAAGT GGTACAGCHG a?TGCGCAAA 660 

GOCCTGACGC CTCCTCTGa3 CTGCCGCTGT GCTGCTTCA 709 

(2) INFORMATION FCR SB2 ID NO:S93: 

(i) SB^JENCE CHARACTERISTICS: 

<A) IBGIH: 70? base pairs 

(B) TYPE: nucleic acid 

(C) STRANE5EU3ESS: Single 

(D) TOFOD3GY: linear 

(ii) MDLECUL£ TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1407RP 

(xi) SECUBCE DESCRIPTION: SEQ ID NO: 593: 



861 
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£ GATCTTCATT 

ATCIGCCTTC 
»0 CCAAACGTCG 

TGCCATGTAG 
15 CAGOCCGAAA 

TAGGTCGCAA 
20 GAAGACCTTC 

GAAAAGGTCG 
^ s CTGATGTA3G 

AIAAIGTGGC 
30 AGA3X3oTAGA 

ATTCTOGACC 



50 



55 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 594 : 
CATCGTCGAA TFKXXTTATA Q33GCGAAAG ACTAATCGAA CCATCTAGTA GCTO3ITCCT 



180 
240 
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GATCAACCAG ATAACTATCT TAAAGAACAA CCCGAAAATC CQCAAAGCAC AOCACCOoTC 60 
S CTKX3JTGAT ACA7IGATAG AGA1ZCAGAA ACTAACTTCT CTGTCAAGCG AACCGGACCT 120 

oxcrrrnTA caccttcgca acagctxtc ozatgccata Qca crenrc acitccicea 

to GTIX3CTrTOC ACTAAACACC QCTCCGAT3T riCACAGAAC A33TTTAATA TCG3CAACCA 

AAGfSGAGSTT TACACTCAGA GAATCACAGT GICCAAACAC C33CTATTCA AIGAGCCATT 300 

i5 cccccaagtc (xmunrc gtttogatig ccattoxta gtaatccacc aaatcctccg 360 

ctgctcaccc atosatcot togatoccca oc^tgagact gttt^cgita gocacgtgtt 420 

?0 GTATGCGCCG 02AGAGO3AA AOCX^ATCAC TTTOCATAGA ACAAACCCGC CATCACCCAT 480 

GTCTTOarTT GTATAGAGAC TAAGGTATCT GACGATOCCT TAGGGACICT CKXACCGCT 540 
25 CGAGGAQXC ATIGAAGCTC TTACGASCTG CACAAACCTA CTCGAACTCT GTITCCAGAC 

■nvmuur TrcrrcrrcAA cmnox; atcaagtacc cxxcagocia nmcrrAC 

30 OOQCCTOGTG TTTGTCTATA TACCCGOITC TAmTTTGA TAAAAAA 

(2) INFORMATION PCS? SEQ ID NO: 594: 

35 (i) SEQUENCE CHARACTERISTICS: 

(A) LETCTH: 571 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
40 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: CNA (gencmic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1407UP 



600 
660 
707 



60 
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occGAAorrr ccctcacgat aco^gaagct cgtatcagtt ttaigaggta aagcgaatga 120 

s TTAGAGGTAC CGGGGTTGAA ATGACCTTGA CCTATTCTCA AACTTTAAAT ATGTAAGAAG 180 

TOCTTGTIGC TTAATTCAW: GTK33ACATAT GAAIGAAGAG CTnTfCKE G0C MTTIT3 240 

r0 GTAAGCAGAA CTQGCGATQC CCGATGAACC CAACGTGGAG TTAAGGTGCC AGAATACACG 300 

CTCATCAGAC ACCACAAAAG CTIGTT7>GTTC ATCTAG^OC CCQGW333TG GYCATOGAAG 360 

)5 TO3GAATO33 CTAAGGAGIG TCTAACAACT CACCGGCCGA ATGAACTACC CCIGAAAATG 420 

GATG303CTC AAQDCJKJITA CCTATACTCC ACCGTCAGGG CAAATATGAC COOtTTGACGA 480 

20 CTAQ3CAGGC GTQ^GCr?CA GTGACAAGCC TTAGOOTCTA AAGCTOOGTe GAA003CX7IC 540 

TACTOCACAT CTTOJrCCrrA GTPGCAAATA T 571 

25 (2) INFORMATION FDR SEQ ID NO: 595: 

(i) SBC*JZNCE CHARACTERISTICS: 

(A) LEMjTH : 658 base pairs 
so (B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

35 (ii) MCLECULE TYPE: ENA {genomic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1 4 08RP 

40 



45 



(yd) DESCRIPTION: SEQ H> NO: 595: 

CATCOCtXTT ACCAAGCAAT TACAGGAGAC AGAAAAGAAG GATAATAATT TACCACAGAA 60 

CTCCAAGCCT GACAGAGCAG CGATTEACAT TCTGAGTCAC ATGACAGCAG ACTCTCTTTG 120 

CTTTOGAQCT TCAATAAGCA CCAA1ATGAA TATGAATAGT TTTAGATGCT T K3I A TAATT 180 

ACCACTATTA ACTTTATCTT GATIAATATT TATTATTTIG TTATTTTATT ATTTTATTAT 240 
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TTTATTATTT TATTATTTTA TTATTTTATT AITITMTAT TTTATTATTT ATTTTATTAT 300 

TTATTTTATT ATTTATlTlA TTATTTATIT TATTATTTAT TEATI'IAITA TITATrrA.Tr 360 

TGTTTGTTTG TTrATTATTT TTTTATTTAT TACCTTTTTA TTTTATGTTA VlTiAXi'lTA 420 

TTTTATTTTT ACTTAGTATA TAATATTATA TTATATCATA GTATAGTTAT ATTATGGTGA 480 

CTTTATTCAT TATATAGATT GTATTTKJTG AACATAATAT ATATGCTATT TCTATTTCTA 540 

|5 TTTTATTTTA TITTATTTTIA TTTTATTTTA TITTATTTTA TTTTATTTIA TTTTATrrTA 600 

TTTTAiTlTA TlTlATTTTA TTTTATTTTA TTTxATTTTA 'ITlTAUTlTA TTTTCACT 658 

20 (2) INFORMATION FOR SEQ ID NO: 596: 

(i) SEQUfcUZE aiARACTERISTICS : 

(A) LENjTH: 722 base pairs 
25 (B) TYPE: nucleic acid 

CO STRANDEENESS : single 
(D) TOPOLOGY: linear 

30 (ii) MXECULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC : PAG1408UP 

35 



AO 



45 



SO 



65 



(Xi) SEQUENCE DESCRIPnCN: S3Q ID NO: 596: 

GATCCGCCTT CCATCGAAGA GGGTACTGTT TGATTATOGT GATTTCTTG3 TOTOiraTCG 60 

ACATTCAAGT GCATAGTTGG AGGTTACCGA TAACTTAGAT TTTCTTATAA AOJJITACCC 120 

TACGTCTTOG O30TTGGCQ3 ATATACTGAT TAACBGTTGG AGAGCCTTGG CGGGATACTG 180 

TGAATGCCTT CTCTTCAACA TTATTTGAAT ATOCAAACETT TATTTAAATT AAGTAACACA 240 

Oi'lUlULTlA TATATTCAAT TGTTCCAAQC GCGCCATOZA ACATG3CGAT TCTCATCTAG 300 

TTTGAGAACT TGCGfTCTATT CTTATTCTGT GTACGGCAAC GGTATTAGGA GAGACTTCGA 360 



<SOOC4D: <EP 0866129A2 t > 



864 



15 



20 



25 



30 



35 



40 



45 



50 



EP 0 866 129 A2 

GTi'iTlGGAA CITCAAAGTC AATACTTZAT CATDGTAAGT AGCAGTEACT TOGCCTAAAC 420 

CACTOCCCAC CITIUmE AGCCTGATTC TTCGCOGAAA CTCC033TTT GT033TTCTC 480 

CACTAGTCCA CQCX7TCTGTA TICTCMCCG TATTAATO3C TGGCACGACA AT.£GAAAGAA S40 

CIDCATCATT CATGTCTOGA TOCAQ33CAA TAICTATGTG GICTTCAGAC ATIACGCCAG 600 

GAACTC*XAT GTO3ATCTCA TAGGCX7TCCG AAQ3CTCCAA AATTAATAAT GAAGGAAGAA 660 

CGTCAGAATT TOG3CQCGAG AGCTFoIATT CTGAACTAGC TOCCACACTC TCAQCTTIGr 720 

CT 722 
{2) INFORMATICN FCR SBQ ID ND:597: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 710 base pairs 

(B) TYPE: nucleic acid 

<C) STRANDEXNSSS: single 
(D) TOPOLOGY: linear 

(ii) MDLEEXJLE TYPE: OStA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANIC: PAG1409RP 

(xi> SEQUENCE DESCRIPTION: SFQ ID NO: 597: 

CATCCT33CT ATCTACCTGC TCCT333CCC CCTOCACGCC ATACTA0333 GCACATICAG 60 

CGGATTAATG TATGTGGAAT ATGCCCGAGT ACAAAACGCA COIXCATGTC ACAACAAGGC 120 

CACCGGACTA ACCAATITAC AGAACGGCCG CTATITACAG OX7ICOCCTG ATCCOGATCA 180 

CTACTTGGAT TC03CTTGCA T333CAGTCG TACA03DCCT GTACCTOCTA TCCOCAOZAT 240 

TIGIGOGACA ATCO^GCTC ATATAGGATA CAGACATCCA CCAPGACGCT GGAIGGAICG 300 

GTK5TATCCC TCTOCTOCAT CAATACGCTA TOXGCGCCG GCAGCTTATT GTCACGTGAT 360 
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TCGCTMCTT CmKAGCACC (ZACACATATG TTTXTGAODC TCOTTAQCT ATATAA3CGT 420 

CGOSGTOSA ATACATCTCT CTO33XTCT GTOCCTCGIG CAGTCCTCOG 480 

CGATCTCGTC AACTCICATA AACCX7TTCCT TO3CAACTAT COSTACAGftG CTKX3ZTTTT 540 

TOTTGATTC AC7TCAGAGCA GATTGAATCT AATCT1CCAA 600 

ACCCTAACGA ACCCCTCCGT GXa.-H.O03 CAAATAAOOC AQGTjOCTGTG GftCTATCTOG 660 

A03CAcrrm TaztTiTTCAG guxaacagc ctogtigacc tagacticaa 710 

(2) INFORMATICS FCR SEQ ID ND.-598: 

(i) SEQUENCE CHARACTERISTICS: 

<A) LEM31H: 715 fcase pairs 
<B) TYPE: nucleic acid 
(C) STRANDEENESS : single 
ID) T0F0ICGY: linear 

(ii> MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(a) organism: pm31409up 

(xi) sb3jentje descripticn: sb} zd m0: 598 : 
gatoxcgac cagaaaacca cacaactost octtgaoxk qoggtoggcg tatacoctgc so 

TACTCICIUT TCTTOI03IA GCIGIQXCT ACQXTCTOC GIXXCTAACC QCTQ3CATOT 120 

G3CTCATCAC CA^AAAATAT GATGTCTCAA (XGAAGTTGC AATATIGTCC TGTTCCCTOG 180 

CTACOjIUTT 03ACAGCIO3 TITO3303X TCTGTCAGAC CTCTAOGX3CC 240 

GOCGGATAAC GTACTTCACA TCTCTATTCC TTTACCTO3T AT7TAATA7T CCATGTGCGG 300 

TOGTJTCCCAA CATDZAGACG CTTTTCTJITT CXACCTTTAT TTO0330GTC CTGTCGTCGT 360 

CTOGACIATC CCTAGTU33C G3CICTCTCG CCGATATOTT TOZAGCCCAC CTOCGTOCX5T 420 
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tcaccatooc gticltroca ttkxaccat at33vxjtcc c33tatttocg ccacttataa 480 

ac3gattcat 037igtccgc acagagago: tigaccttat ci'itigggtc aacatggcgt 540 

tagccggagc tgtttggctg ttagtcgcac tggtgcocga aacatatgcg ccaattattt 600 

tcaaad33cg oxagagaag ctgaggaaac taacaggcaa ccagaatata atgacagaac 660 

aggaagcaca q3sfictctcc ctcto3qcat qotxagact tctctactga gaccg 715 
(2) rnfckmaticw for seq id nd:599: 

(i) SEQUENCE CHAWtfTTCRISTICS : 

(A) LENGTH: 709 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDECNESS: single 

(D) TOPOLOGY: linear 

(ii> MDLECULE TYPE: ENA (genctnic) 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1 410RP 

(xi) SEQUENCE DESCRIPnON: SEQ ID ND:S99: 

GATOAATTCG TCACATTTCG OGTATGCAAT TTCTACCATC TCC1CTTTGG TJOCCTTTAA 60 

TTCCACTCCT OGTOTAACAT CACTAATOCC AATAGAAAAG CCTCTATTTC CCAGATAOCG 120 

CGCACAAAGC TTTOCCATOC TATTCATAGC CT3ZGTTGCT TCTTGTQ3CC QGAAATCTCT 180 

CAGAATAGTA TAGAATACQG AATGTTTCTT ACOVTCACCA AGCACAGACT TATCCATGAC 240 

ACGAGACAGA ATATTAGAGC CTCTGATAAC TACATAACCA TCATTAGCAG ACATCTCATT 300 

TQ3ATAGGOC TTATTCTTAG GCGCAATATA AACCTTATTC TTTGCATCCA AATTAATAAT 360 

AACQGGAGAT TTCTTGITCG GTTTIATCAA TAGAGAGAAG AGCTCTTTTC CPOTOCATAA 420 

GTAGTGTGGT CGCATAATTG CAGG033CGG TATGTCAAAC TGCAQGTTGC CGICftGACAT 480 
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CATPGAAAOT ATITOGACAA AACTIGCQCG GTCGA?GAAG GaGTCTTTGT GttSAAATCAA 540 

ATATGATOGA GTGATGAAAT CTTO3GTAGC TOCAATCATC CGTTCACCGG ATTTCGGAGT 600 

CAATAAATTG TTTTTGACAC CCATAAGGTT GATTQTTTCC Q3Xr»GCCT 660 

A3SAACATOC AAGTTCATTT Q3ICACCATC AAAATCGQCG TTCTAOGGG 709 
(2) ^^FORMATION FDR SEQ ID NO:600: 



U) SEQUENCE CHARACTERISTICS: 

(A) lemjih: 727 base pai_re 
(3) TYPE: nucleic acid 
20 (C) STOANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (gencmic) 



<vi) CRIGINAL SOURCE: 

(A) ORGANISM: PAG1410UP 



(xi) SB^IQsrjE DESCRIPTION: SEQ IDNO:600: 

35 GATCCGAGCC CTAGCATCTT CQGTTGGAAG C033AACTCT ATTTTCCTAT CCAAACGACC 50 

CGAACOCAGA AGCGCTGGAT CAAGGACATC GACICTATTC GTAGCAGCCA AGACTTTTAC 120 

4 0 CCTATCGTCA GAACCAAACC CATCTAGTTG GTTTAGCAAC TCAAGCATOG TTCTCTOCAC 180 

CTCTCTATCA CCGGACTTCT CCGAGTCAAA ACGCTTA3TT CCAATAGCAT CCAACTCATC 240 

46 GATGAAGATA ATGGTAQGTG OCTTTTCCTT CGCCAAG3ZA AAGGCGICOC G3ACCAGCTT 300 

OC<^CCTTCA CCTATGAACA TCTG3ACCAA CTOCOGAGCG OXAGCTICA AAAAAGTCGC 360 
50 ATTGGTCTCA C03GCACAGG CTCTPCCCAG AAGCGTCTTG CCCCTACCCG GT33ACCATA 

CATCAGAGCA CCTTTCGGTG OCCTAATACC CATATCCTTG AACTTGTCTG CCTGCTTCAT 

55 Q3GTAACACG ATTCCTTCGA CTAGTTCCTC CATCTGCTTG TCTAGCCCAC CAACCTTCGGA 540 
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GTATGT^TCC CTALGCTTGT CATCCACTTC CAT^TTTC ACTCTAGflGT CAAACTCCGA 600 
AGGAAQCGTA TCCAAGATCA aTTACGAGTC CTTCITCACA CCCACCAGGT CGTiraXTT 660 
CAACTGCTTA ACOSTCCACT AGCCCAACCA TGGGGAGAAA AACGGTITGT CGCGACGAAG 720 
TTTCACA 

(2) INFORMATION FOR SEQ ID NO: 601: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEtGIH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : sir*gle 
^° (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

25 (Vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1411RP 



(xi) SF^UEl-rT. DESCRIPTION: SEQ ID N0:601: 

GMCAAATOC CCITCCCTTT CAACAATTTC ACGTACTTTT TCACTCTCTT TTCAAAGTIC 60 

TTTICATCTT TCCATCACTG TACTTOTTCG CTAPCGGTCT C1CGCCAATA TTTAGCTTTA 120 

GATCGAA1TT ACCACCCACT TAGAGCTQCA TTCCCAAACA ACTCGACTCG TCGAAAGAAC 180 

CTTAGATGCC ACTAGCACCC CCGCCAGACG GGATTCTCAC CCTCTATGAC GTCCTGTTCC 240 

AAGGAACATA GACAGGGACT AGCAACCAAG GTACTTldT CAAATTACAA CTCGGAOGCC 300 

GAAGGCGCCA GATTTCAAAT TTGAGCiTTT CCaXTTCAC TCCCCGTTAC TAAGGCAATC 360 

OOGGTTGGTT TCTTTTCCTC CCCTTATTGA TATGCTTAAG TTCAGCGGGT AATCCTACCT 420 

GATTTGAGGT CAAACTTTGG GAATACTATT CGCCTGGAAG GCCTKaTTTG TCGTACGTTC 480 

TTCAACCGCC AGCTCCACTC CACGATCTGG TCGAAACCTA ATACGCAGTG TAGAAACTAG 540 
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C*ICAG**XX3C ATICCGOXA AGTrcOXXX: ATt33CCACTA TTTTCAAGTT AACCTTTTTCT 600 

TA02AOO~AG TATCAC7CAT TAOZAAADCC GK33GTTTGA GA£GGAAATG ACOC7ICAWC 660 

AGQCATOCCC CIGGAATAOC AGAGCACGCA AUTTaXTTTC AAi*3ATTCGA TCATTCACGA 720 

(2) INFORMATION PCR SEQ ID ND:602: 



(1) SEQUENCE CHARACTERISTICS : 
' 5 (A) LENGTH: 717 base pairs 

(B) TYPE: nucleic acid 

<C) STRANDEDNESS: sir^le 

(D) TOPOLCGY: IjjTear 



lii) M3LEEULE TYPE: DMA (getxntic) 



(VI) ORIGINAL SOURCE: 
25 (A) ORGANISM: RAG1411UP 



30 txi) SEQUENCE DESCRIPTION: SEQ ID NO : 602 : 

GATCGTCfiGA TACCTTAGIC TCTATACRGC GCAAGTCMG OGrK^IQ303 Q3TTTGTTCT 60 

35 ATCCAA&7IC ATTQ37mC CCICTGOCGG CGCATACAAC ^XTOCCTAA OCTCAACAGT 120 

CTCAICCIOS GCATCTM33 ATOCCATO3G TCAO^AOCCG AOGATTTGGT GGATTACTAG 180 

40 CCAAT03ZAA ICCAAACCAA AGAAAOCGftC TK33333VAT QCCTCATTCA AT2GOCGGTG 240 

TITCGACACT GTCATTCTCT GAGTCTAACC TCCTCTITO3 TK5XGATAT TAAACCICTT 300 

45 CTGTGAAACA TO^^AGCOGTT GTrEAGTOSA AAGCAACTAG AOGAACTCAA AGACTGCTAT 360 

GGCATO333G CAGCTGTIX3: GAAG3IGTAA AAAOCCGAGC TCCQ7TICQC TTGACACAGA 420 

50 A<7ITACTTTC TOIATCTCTA TCAGTCTATC AOZGAAG3AC OJKJJIGTGC TTTG3XATT 480 

TTCGaTTTGT TCTTTAAGAT AGITKICI03 TTGKTCCTCC CA7TAGTCAT ATO2TTGTCT 540 

55 CAAAGATTAA GCCATO2ATG TCTAAGTATA AOCZAATTTAT AOCTGAAAC TGCGAAT33C 600 
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TCATTAAATC AGTEATCGTT mTTTGATAG TTOCTTTACT ACATGGATAT CTCTGGTAAT 660 
lUTAGAGCTA ATACATGCIT AAAATCTCAC CTTTTG^AAG AGATGTATTA TAGAATA 717 
(2) INFORMATICS FOR SEQ ID NO: 603: 

(i> secuence aiARAcrmisncs : 

(A) LENGTH: 710 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
' 5 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1412RP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 603 : 

GATCIGGAAC CAGGATGACT GICTGOCAGT TAACTOGGGC GACCAGATIC GCTKXTACA 60 

CAACTTCTGC TOCGGTGOOC AGGGTATTTC CATGGGGTCT GTTGOCCACA AGAAGGGOGA 120 

CTCAGTCACC AACTTCCTCG CACAGGACAA OCAGGTCETC GAGTGGGACA ACGGTCTAAG 180 

AATCAAGACT TKJJT333CG CCATTGGCAA GGTGGACAAC ATCAAGTTCA TCAACAACAA 240 

GGTCAAGAAC ATCOGCAAGT TOGCTATCGT CATCCAGGGC GACTACAAGG ACGGCACCAC 300 

CACCGGCAOC CTAACCGGCG GCTGOCCAAT CACCAACCTA GAGGTCAGAG OCAACACOGG 360 

TAACACOGTC GGCAAGGOCA GCAAGCTCAA GATTCTGGTC AAGAATGOGT CTAAGTGGAC 420 

CTTOGOCGAC AACAACATTT TGGGCAAGAC CTTCCCAGGC TGCTCTGGCG CAGCTAAGGG 480 

CATCAAGTGC TAAGOOCCTT TTTTTTTTTT GGCTGCGCCT GGAAACTATT ACTATGAACA 540 

TTXGOCGTCCA COSCCACTAC AAAAGCATOG G3TCTATOCC ATTATAACAT TAAAATCTCA 600 

GTTGATATTA TATTTTACAT TGGAATGTCC TTAGGGCTIT TTTATATTAT ATAAACTTTA 660 
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GATTAAAAAA ACGAGGEACA AGCAGATCAA CGAAQ LTlTr C33GZPOCCA 710 
S (2) INFORMRTICN FOR SEQ ID NO:604: 

U) SEQUENCE CHARACTERISTICS: 

(A) LDGIH: 728 base pairs 
,0 (B) TYPE: nucleic acid 

(C) STRANDETXJESS : single 

(D) TOPOLOGY: linear 

15 <ii> MOLECULE TYPE: IKA (gencmic) 

(vi> ORIGINAL SOURCE: 

<A) ORGANISM: EAG1412UP 

20 
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<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 604 : 

GATCGAAOGA GATAAACAGA GGTATTGGTT GTTATCACAA ACATATAATC CT0333ATAC 60 

AACGCICTCA AACTCTGGGC CITCTGCTIT GT5TCTAGAT TCCrTTTOCA GGCTTGAGAA 120 

TAACCTGTiVZ MrnrnGA 'IG"TCCrrFAGT AAGAGACGCA TCAACGATAT CATOOCACAA 180 

AGTTCQ^nT CTITCCCCTG CAAGOGQGAA TGCGCCTTCA 1TACTTCCCG AATCTTCTCC 240 

ATGAOICGAT G3TCTCG3CG TIGAAGCTTG TAGTGTCAAA G3TTCTATTC TTGGAGAAGG 300 

TTCTATCTCT ATTTTTTGTC CCCAGAAAGA ATCATTTGAC ATCCAATATC TITJEAACTKr 360 

CCTG3SATGT AATCTTTXSAA TAOC0333TT TCGGTACAAG CIQCTACCTG CCAGATTATT 420 

AITTAACGAT TCTTCTO3TC OSTGAAGGTC ACGTATAAGG TG3ACGCTAT TG3GTTICTT 480 

TKTAACATA GGTP3TICAT CAAATGAGAG GTAAAATGGT TCCIGCTGGG AACGCGACGA 540 
A03CrCCTTT ACTTTAAGTC TTAACAAGGC GTCAACATAT TCTTTTTGAA TCGTTCTAGA 
AGTOGITACA AAATCCATAT ICCGTLTTAG ATCTGACTCC TGAACGCCTT TGTCTAGTTT 
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CTCATCCCCC AGTGGTAAAT CTGAACGAGG GACAAAGTAC ATGCAACTGT CCTCATCATT 720 
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CEAAGICA 72 g 

(2) INFORMATION FOR SEQ H> NO: 60S: 

(i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 732 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELTJESS : single 
<D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: CNA {genomic) 



<vi) ORIGINAL SOURCE: 
20 (A) ORGANISM: PAG1413RP 



25 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 605 : 

GATCIGCTGG G=yGTGACTCA QGAAGCTITG TCAGTACCIG GAATGAAAAA ACAGTCTCIG 60 

30 ACAC^GCGCG GAAGCT33GC CTGATGGTCG TEACAGCGGA CCAGTTCAAA GAATATGAAC 120 

AATTGAAGAC TGTCAGCCCC AAGGATCAAC TIQCTCAGCA G3CGAAQGAG CTACATAT03 180 

35 TGCTAATICA TOCICCTGAA CTATACGAAT TAAGAAGCAA AGTTICCGAT GGACTGTCTG 240 

GCGATTIGAA CTCTGACTIT GTCTTGAGCA AGGAGATCAT TCTIGAGAAT OCTCATAGTT 300 

40 ATOGTITAAC GGTTCTTCAA ACGGAAGAGT AICTICAATT ACAGAGTAGT TTC33AGAGAG 360 

AACAGGTAAC GTCCTACAAC AITGCCGAGA AAGCAACTAC AATTGGCTAC GTTGCACTIC 420 

45 CAAGAACCGA GTACGATGAA CTK7TAOCTT CGCAAGCTTC TACGAAAGAA CAGAATTCTG 480 

ACGTAIACGC GGCG3AAAAT GGCAAGGTCA TAGTGGATAA ATCTGAGTAT CACGATITGA 540 

50 ACATCAAAGC TATCCCAGIG A1TICACCAT TOCCTCAAAT GAOCAAAGAG CAGATGGTTG 600 

AAAAGGCCAA C<y«CTIGGA AICGTACCTT TGCTCAITGA CGAGTA3GAG AAGTTAAAGA 660 

S5 GCCCTATITC CGATAACGCT TTCAATGCAA CAGCGAAGGG ACCGTGGAAA OSTTOTrCTC 720 
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CI7WV3GAGA GT 

732 

(2) INFCRMATICN FOR SEQ ID NO: 606: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENJIH: 721 base pairs 
!B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DMA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1413UP 



25 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 606: 
GATCC * CTTr TAGGTICCACT TCAAACTGGA TITTOGGGTA CICCCCGCAC ACCACCGICA 60 
30 KVCKKXXX: AIAGATO3AC TCAAGCACTT CCAGCTCCTG CTITTOCTCC TCCTGATAGT 120 

CCATACCTAT C03C7TCGACC AACTATCfiCC CCACGCGCAG CITAG3GCTA GACCGTIACA 180 
35 QCTOCAGGIG ACCCHCCGGG GGACGATGCG CTATCGCK33 CGAAAnTTT CGCCTATACC 240 

ACCACTTATG TTACCCGGTC TATAGTO7TG CICTCCGACC TCACTCATOG TOCTGTCCCG 
40 CGGG3ACTCC TOCTCGTOC GGCCAAATCC CCACCGCTCT GAACGCTCGT TCCATCTOQ3 

raCGQGTIG ACCGAACG33 AATTGCOCOC GCCGAGAAAT CTIGGCGAAC CATOCIGCAC 
45 GTAGCCTEftC TOOCAAAATT AAGCCGTCAA ATO3CTGGCT ATCCITCCAC GCACOCCCAT 

ACICAOCTCA AGCIG3CTGG AACAGTGGIC ACGCACCTTT CTGACGCATA CCAQ3AACAG 540 
50 GTGGCCGAGC CCGAGCOCAA 033T03GIX2A TTATGTCAGC GACTTITOGr GGATTACGTA 

AATCTG3GTG CATGCCX33T ACCAZAOCGC GCATCGCACC CCAAGACAAA CGTGCCACAC 
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CCATTCAATA TTAGAGGACT TTGCTGCACA CCCTAATCAT CCGTTGGGTT GTGAGATACG 720 
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(2) INFORMATION FOR SEQ ID NO: 607: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 729 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (goxndc) 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1414RP 



<xi) SEQUENCE DESCRIPTION: SEQ ED NO:607: 
GATCCGTAAT CGAGTTTAGC TICCGTGTOG CATCATCGAC AG3IGGAAAT GCTOSCTTGT 60 
CGGCCGTCTG AAAACGAGTC AGATCTGCAG AGAGGCIGAA GTCCAACATT TTAACCACCG 120 
CTGAflGACCG QGAATAGTAG GSCAA03TAG TTOOGCGAAC TTCAGITITG TTTICTTITA 180 
35 ATTTAATOGA CTACACCAAA AAAAGCTCAA CAACAGTOCX: AATTAGTTCT GCTAGAAGAT 240 

GCAAACACGT TAGTGATCAG TAAGTATGTG TACTOGIGTA CTCGICCTGC ACIXXAAAGT 300 
40 TOOCGTCACA ACTAGCTGTG AACCATGGTT TGAAAAAAAA TAATGATAAT GATTCCGCCC 

AGGAICGAAC TGGGGACGTT CTXXGTGTTA AQCAGATGCC ATA/CCGACT /CACCACGGA 
45 AOCACCTATA AGCCCTTAAT TATACTCAGA TACTAGTGAC CATTTTCTAG TCACATGATG 

CTAGITICCT CAATAAAAGA TGCACGTGAT TACCAAATCT GTATTTACTA GGTAAAATGC 540 
5a CTTOGTCAAT AAGTAOGTAG ATATEATATA TGTATACATA TOCATTTTAG ATGCAATAAA 

AGCTCTATTA TGTATGOGCG CQSAGCTTTA AGCCAGTGTC TTTTCCGATT GTTTTGTGGA 
55 TOCAA1Q3TC TITGCATAAA AGCCTGACTT TCATCTTTIT CGTGCTIGGA TGTIAACTTC 
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CAACTCIGA 

5 (2) INFORMATION FOR SEQ ID N0:608: 

(i) SECUENCE CHARACTERISTICS; 

(A) LENGTH: 639 base pairs 
'0 (B) TYPE: nuclexc acid 

(C) STRANDEENESS : single 

(D) TOFOLOGY: linear 

15 (ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A> ORGANISM: PAG1414UP 

20 



729 



25 



35 



40 



{XX) SEQUENCE DESCRIPTION: SEQ ID NO: 608: 
GATCTGGCCC COCGOGD3CA CCGCGGCCAG GG3CCAAAAA OSAGMCGCC CGOGGTGGOG 

gcogccactc coxasrroc acaagacata tatgtcoota TATAAGACCG CGOGTOCCGC 

GIQ3CIOCCG TOZAGAACCC GCCGIGCX3CG CQ033GCAGA GATTTCTAAT ACTCTCCGTT 



60 
120 



180 

mTnTO: AG03CCTO3T ATATAAGTTC GGGCTGTGIC GCGGGCCGTC OOCQOCGTTC 240 
OCCAGGGAGA TAGGGGAGCA TTCCGCAGCA GO03ICTGTA CCCG3ACCAG TACGACAGGG 300 
ACGCAGGACA CAAAGCAGGC GACG3CGAGT GCGCGGGATC A3CAQ0GCAC AGOGAGCCAG 360 
CX33TATAAGA GCCG03GTAC GA030GGOTG GTAGGTATAG GOXAGATOG AOGTOQGTGC 420 
45 TAACGGGATT TITCTOCACC AGAACGACTC TO03GAGACG ATCAAGCTQ3 AGATGTCGCC 

TGTCOGCGGT TCGGGGAGCG CAGGCAGOGG CATCGCGATG GGCAGCGCGG ACGACGAGCT 
50 GACGAAGTOC ATCAGCGACC TGAACAJCTT CGATCTGCTG CACAACAACC CGCCGTOGAG 

TICGGACGAC AACAAQGAGG OIGGGCOGCG GGCGGCTGC €39 
55 (2) INFORMATION FOR SEQ ID NO: 609: 



480 



540 



600 



876 

MSOOCID <EP 06««129A2 I > 



EP0 866 129 A2 



75 



20 



25 



30 



35 



<i) SECUEMZE CHARACTERISTICS: 

(A) LEN3TH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRAMDEEMESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1415RP 



877 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:609: 

GATCGTGGTT CTGTTATCGA AACGTTGGTT GCTA3AACAT TOCGCCAGGT TGAAAGTAGC 60 

CAGAGCATGA TA03AATTCT GOGATTATCG C<TACATTAC CTAACTTCTT CGACGTCGCA 120 

GACTTTTTGG OXJITAACAG ACATGTGGGA ATGTTTTATT TTGATCAATC GTTCCGTCCA 180 

AAAOOCTTAG AACAGCAGCT GCTTGGTIX3Z AGAG3CAAQ3 CC03CAGCAA ACAAQGAAGG 240 

GAAAATATTG ATAAGGTTTC ATATGAAAAG CTTTATGAAC ATGTCTTAAA TGGCTCCCAG 300 

GTCATGGTTT TTGTGCACTC AAGGAAGGAT ACTGTGCGCA CTGCGCGGAA TTACArTTCT 360 

TITGCOCAAG CCAACCAACA CTCCGATGTT TTOCTAAGTA GOGATCAAAG CGTTACCAAG 420 

40 TTTTOCOGAG ACATCTCCAA ACATAAGGAT AGAGATATGA ACGAGCTCTT CCAACATGGG 480 

TTTGGTATAC ATCATGCTGG TATGTCTCGA TCTGATAGAA ATCEAACAGA AAAGATGITC 540 

45 AAAGAGGGAG CTATTAATGT GCTTATCTGT ACAGCGAGGC TGGCCTGGGG TGTGAACTTA 600 

CC03CTGATG TTGTCTTGAT AAAGGGAACT CAGATATMTG ACTCTAAAAA ACGTQGTTTT 660 
EQ ATAGATTTGG GGAT11L.TGAT GTGATACA 

(2) INFORMATION FOR SEQ H> NO:610: 
£5 (i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 703 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA {gencxnic) 

(Vi) ORIGINAL SOURCE: 

[A) ORGANISM; PAG1415UP 



(xi) SEQUENCE DESCRIPTION: SEQ TD N3:610: 

2o GATCATCAGG AGTICGTCAC CTTGGAAACC AATIGCGAAC CACAATTCCT TCTGAGCCTT 60 

TGGAAATTIG TCACACCAAA CTCTCAAACC GTCTTTGTAA CTTTCA3TAT G3CGGAATOC 120 

25 TACAAGTCTC AACTTATCAG GGTK3GATTG GTCC1TAAAA TCTACCTTAT CCAGAACAGG ISO 

AAGCATCGAG GCTICACGTA TAAACTTATC TTTOXOGCT CCTTGAATGT TATGCACGCG 240 

30 GCACACTGAG CACAACGCAG CATAGOCCAT CCGACCTAGC TTCTCCAACG TCftGCAICIC 300 

GCCACTATAC TCATAGGGAA AGCeATCATC COCGAAZAAT TO3337BZTA AGCGTTGTAG 360 

35 CGTAATKXA GGCAAAGCAG TCAOCGGGTT GTCCTCATAC CATOITOCCT GCTTAATOCA 420 

CTGCATGGCT TIAATCATAG TCATAACTGT CCTGAGGTAC CCAGATTCGC TTOCAATATC 480 

40 GATATAGGCC TGTAGAATAC GIAG03CCTG GTCGAGAACT GAGATCGTAT CTIGGTAATA 540 

ATCJGCAATT QCraAGTCAG CK7IACTTAG GTAAGCTTGT AAAAGCAAAA AGGCTTTGAC 600 

45 ATO3GGGTCC CATATIGGTA ACICTICTIC TCCTGTAAAA GTACTITCAA CGGAATATCT 660 

AAGAGTTTCT GACATTTCAA CATICATGAT AG7CICGCCC CCC 703 

50 (2) INFORMATION FOR SEQ ID NO: 611: 

(i) SB0UEWCE CHARACTERISTICS: 

(A) LENGTH: 718 base pairs 
55 IB) TYPE: nucleic acid 
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(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

5 

(ii) MOLECULE TYPE: ENA, (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1416RP 



1S (XL) SEQUENCE DESCRIPTION: SEQ ID NO: 611 : 

GATGATCAIT ATTTCCTOCG TTCGTGCCGA CGATIGGAAG GGG333GTOG GTTTCTTGAA 60 

20 GGATTTCAGG OGTATGAATG TTGCTCTCM: CAGAGCAAAG GCCAGTCTCT G3AXCCIG33 120 

TOACCATAAA ICTTTATACA AGAACAAGCT ATGGATGCAT 1TCATTTCAG AIGCGAAAGG 180 

2£ GCGTGACIGC CTCCAAATGG CATGICCG33 CTICCTIGAT CCACGGAACA GAGCCGCCCA 240 

GGA1GCTOTT CATAGGTTCA AAAATCACCA TAATTATATC GAGAACGCAG ATGATTAIGG 300 

30 GOCTGAACCG GTGATGACTA AATCAAGAGG ACGCAATAGA TCATOCAGAA AACGCAAACA 360 

TATGGAAGAT AATOCAGATC ATAACTACGA TOXGTTOCT GAATTGAAGA AGGAAAATCA 420 

35 AAGAGAAAGC AACACAGGCA CC3STGGTTA CCGTGOGGAT ACATCTAACC ACAGATTGGC 480 

AOOTGOTAGG AACGATAGCA AGAAGGCCAA GACGTGCTCC AATGCOGCOG GTATTTCCGA 540 

40 GGCTACTIGA GAGGATGGTG ATCGAGGTCA GAAAGGACAT GGAACTAAGA AGAAGTOTTO 600 

CATATTOGGG AAll'l'i'AIGC CCCCAGTIGA TGAOGCGACC CCTGCTOOCC ATGT3TACGA 660 

45 CCCTAAGGAA OGCAAGCCCA AGAATOOIGC ATCCGCTIAA GCG3CT03OC TTGGGAAC 718 
(2) INFORMATION FOR SEQ ID NO: 612: 



(A) LENGTH: 712 base pairs 
{B) TYPE: nucleic acid 
(C) STRANDEDNESS : single 
55 (D) TOPOLOGY: linear 
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(ii) MXTCULE TYPE: EN* (genanic) 

fvi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1416UP 



€0 



120 



180 



(xi) SEQUENCE DESCRIPTION: SEQ ID HO: 612: 
GATCITOCOC GGCAAGACCA GGAAGTCGTT CTAOGTCAAC OaXCCCQCG TCTTOGAGTC 
CATCAACTGC TCCTO3GGAC AOCCCGTCCTT TCTCG33GTA CGTCGCCAGG TOCTCCAGTG 
OCGTGOCTOC GTCTCK7TAA GTCAJTGCGC TTTOTTCGOC CTGCTATGAA GAGAMG?CT 
CAACACEAAA CCCAAGCTCT CAAGTTGACC CATCCATCAA GTAACEATCC OGAACA3ACG 240 
C033TAASCC CAGCTGGGAT TIGGCGCATC TAGAAAACCT ATITATACTG CAOTICATCG 300 
CTGCAAACTT TTCflOCTAAA A3AAAOSATC ATCCAOCQQ3 GGOCAAAAAG CAATO33CCT 
GGGOCQCACG ATOCGAOCCC TAC03X03C CAGCACCAGG TAGGAGCTGT CAGGGGCCTA 
CAACGCGCCC AD3CTAGACG G01TOZTG33 GOOCCGCCGC AGGCGTCOGA CGGGCGCCTC 
GCAGCAGCAG G3GTGCCAGG CGGAOCAAAA GACCGAOZAG CCAGCGCAGC AGTCTGTAGA 540 
CGGCGCGGAG CAGGCGAACG GCCAGGAATA CAGTCCAGAG CACGGCGGAG AGCAGCAGGA 
AGTTGAACAC GCCGTCCATG CCCACGCGCG CACAAACGGG AACAGCGOCA GCGOGCGCTC 
OCAGAGCGGC TGCAGGAATG CGAOGAH3GA CAGGAACGGC AGGATAGGAC TA 712 
(2) INFORMATION FOR SEQ ID NO: 613: 

(i) SFJQUEMZE CHARACTERISTICS: 

(A) LEMjTH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDEnOESS : single 
<D) TOFOICGY: linear 

55 (ii> ^LECULE TYPE; ENA <genctnic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1417RP 



(xi) SEQUENCE DESCRIPTION: SEC ID NO: 613: 

GATtXCCTlG GCGTCGTCGT TGACCAGGTA GCGGCGCTCT AGCCCGAAGA AGCCGGACAT 60 

OGGC^TCTGAC GCGGTCGTGA GCGGACGCGC CATCATGCGC GCGCTACTGG ACATCACGCG 120 

CCGGTACAGG GODCAGTCCT TGTCGATTCC GACGCCQGQC GCGTAGDGCG TGCCCAGCAC 180 

GAACGSATGT GTGCGTAGTG AGTCCAGAAG CAGCGGTACG CICTOOTG GATOCT3CAG 240 

GTCCGCGTCC ATGCACACCA GGTACTCGCC CTTGGCCTCG TAGAAOOCCT TGM3CAOCGC 300 

ACTCGACAGC C0303CTCGT CCGIGCGCAC GATCATCCGC ACGTTGTAGC CCTGCTTOQC 360 

CAG30CCTO0 ACXZTKTrnXA CAGACCCGTC CTG3GAGTTG TCOICGACAA AGATCAGCTC 420 

AGTCTTCTTG GAGTCCGCGT TACCGAGCQC QGCAAACAGC CGCGTOOCAA G333CTTGAT 480 

GTI03GCCTr TO3TOCTAGG CCGGCACGAC CACAGAGTCT CGATOTICAT GGCGCTOGTA 540 

TGGTCCTTAA TG7EAGIGAGT AGCGAACGTC GGTAGC'iG'IT TCGCAAATAA GIGAQGCCIG 600 

CGCGCCTAAT GTCGTGTCCT TATCGTK3CT TTTTGaiTCG TGTCACGGGG TEACCOGGCC 660 

MX^GOCTAG ACAGOGAGAC COGCGGTGAG CAGCCCACGA CCAAGAAGCG CTGTA 715 

(2) INFORMATION FOR SEQ ID NO: 614 : 

^5 (i) SEQUENCE CHARACTERISTICS : 

{A) LENGTH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
50 (D) TOPOLOGY: linear 

(ii> MOLECULE TYPE: ENA (genanic) 

55 (vi) ORIGINAL SOURCE: 



20 



25 



30 



35 



40 



881 



EP 0 866 129 A2 

(A) ORGANISM: PAG1417UP 

5 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 614: 

10 GATCTOCCTA GGTAGTAGAT GAATK»G33 TATAGOSAAA ACTTK3C7TQC CAAOCQGAAG 60 

GAGCG3333T CGCCCTTCTT GTAGTCGGCG TACTTCIGGC AAAGCTTGAT CAAAGTTCTA 120 

»5 ICGATCCACC QGATCA05TC AQDSCCATCA TCGGAATCTG CCTIATCGAC TGCAACACGC 180 

QCCATTAGTA CAOZAQ333C CTCCTX33TCA AAGGAAGCAG CGATTGCCQ3 GTTACCGAAT 240 

20 OXAACATCT G3TTAGCAAC TGTAGTCACT CTGACACX3CT TGGTACCAGA TOCATOCTX33 300 

TATQCAGTAA TGAATTQ3GT CTATGCCAAT TTTOGTICTGT CCCCCA1GAG GCTGGCAGTT 360 

GCAGCGGTAT TTOCAATCTC GAAAAAGATA CCGTAAGAGT G3TCAG3XT O^AGGACGCC 420 

ATTITCCATC TAGAAGItXX CXX^AXACCG ATTICTGAAT CQCICACGTT CIGTOCATCA 480 

AOGTTAAOOG OOGAAGCATC GOCAATCAGT CCC7IXXIAGCT TTAGATCTGC ACTQSTTTTA 540 

ATGCACATGG AAGCATTGAA CQ0CATQ3TT AQSiaCCCTC CTCATCTTTA GAAAACAGTC 600 

TGATGAAAGA TTGCTTGAAG ATGGCCGTQG AGAATGCGTC AGTCAACAAC AAAACACCAC 660 

C^GTGGAGTC Q3TCAACTTC TTCATCTCAG ACATACAACC TGGTCGTAGC ATCCA 715 
(2) INFORMATICN FOR SEQ ID NO: 615: 

<i) SEGUED CHARACTERISTICS: 

(A) LENGTH: 728 base pairs 

(B) TWE: nucleic acid 

(C) STRANDEINESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 
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(vi) ORIGINAL SOURCE: 
S5 (A) ORGANISM: PAG1418RP 
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(xi) SEQUENCE DESCRIPTION: SEQ H> NO: 615: 

CATCCGCGAG ATTCATCGTC GACCCQCCAC AGGCAATTAC TATAACAACA TCCTOCX3GTC 60 

TTAAAGGACC TAACTCACGC TCAAGTATIT CAGGATCATA TCCTAGATGA AGAGCTGCGC 120 

CACACGCTGG TTO3GTTACA ATA3TGCTCT CTTCCQCAM ATTIAAACAT CTCTCTTACTA 180 

CAGCGAGCTG GTCAAGOACA ACAGATTTTG TCCTC7TATTT TTO33CGTAA CTCfiGfiGTPA 240 

GATCCGTCAC GAAAGATTTG CATAAAGAAG TAGCAACGCT TITAGGATTC ATCGAAACGT 300 

TCCTCCOCAG CAOCAAAGAT CK7K32AAAA CCICOCACOC L ' lUlUlT J UJ ACTGCTACAA 360 

CAGGGATAGA GTUTGCCAAA CCAICITTCr 03AOCCCAIA TACAATCCCA TTATATAACC 420 

COOOOCCACC TA03CT3CAG ACGATACCTT TCACGCTCTC CAATTGCACG CCTIGGAGAT 480 

OCAGTOCnC TACTACTTCA TCTACCATTG TTCCATOXC TICCCAGATG AGT037ITGr 540 

CGAATOGATG T3CATATATC GGAGCGACTT TITCTAAATT CACATTCCCC ATCAACTCGG 600 

AACGTAAGTA GTCATOGCTC TCTTTCAATA CACTTODCAT TGATATCACA TCTGCOCCCG 660 

TIGAOCGTAT CCGCTCTACC ATCCGOCGTC GAGTAGTITC AGQCACTACC ACTC7IGCAAG 720 



CTATCCTA 

(2) INFC^MATICrJ KB SEQ ID NO: 616: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 fcase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
{D! TOPOLOGY: linear 

(ii) MDl^CULE TYPE: DNA (gencmic) 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1418UP 
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^ (xi) SEQUENCE DESCRIFTICN: SEQ ID NO: 616: 

CATCATCTGC GTGCGATACT 03CAAAAAAT GAGAGACAS: ATGATGAAAA TATAGTTAAT 60 

?0 AAGATATTOC ATGATATAAG CACAGGCGGG TTTCGTCGAA GAQGAAAGGG TOCSCTTGAT 120 

CTGGAAATGA GTGAAAATGA AGACCAAGAG TTACAACAGT TTAGACAGAA AAGACGAGAA 180 

J5 CirTTGAAAC AAAAGATA3T GGAAAAOUGrr GATACTAGCA AGCTCGTATC TAACCCCAAG 240 

TCATACQCCT TTTTTCAGAC G\TGGTGGAC GATGTTACTG AAGCATCATT 102AAATACA 300 

20 TTTGATXCA ATATAGATGA AAAAACAGAT CCATCTGCTG CAGCTCGGAA AATTGTCATA 360 

TCAGAACAAT T?GI7W£33A AACCCTGTCA TTCTTGTCCA CO^AGAGTGG CGACTC2GAA 420 

25 ATO2CT32AG AAACTAAATC TATTTCATCC A02ACAGTTC AACGTGAAGA AATTCAAGAC 480 

CTTCCATACA TTGAAGCAAA ATAGTAACAT TAAACATTP3 AAAGGAATCT AGAACTKTCT 540 

30 GCTCAGATGG CTGAACTCAG CAGTGGA3AT GAAGGTGATT ACGGCT1TIC TTTAGAIAGA 600 

TTCCCTCTGC 03CAAAAAGT TTAAIAATGG AACTAACGTC GACGATAAGT TTAAAAGTGG 660 

CACCAAGGCA CTGCGAATCT TAAAQ3CAAT AAGACAATTG GCGGTCAAAA OCC 713 
(2) INFC^MATICK FOR SEQ. IDNO:617: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 723 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECMESS: single 
<D) TOPOLOGY: linear 

(ii) IOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1419RP 
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{xi> SEQUENCE DESCRIPTION: SEQ ID NO:617: 

s GATCTO333A GPC7ICA.TCGA AACGTATTCG AT3AGGCTTG GTOGTIGGCAG GCG3CTCCTC 60 

GCTOSATTGG CG&XTOGTG ATGACTTCGC ACTTCICCGG GCCGGAAAAT TCGTGTCAGA 120 

J0 CflGlTOXCT TGGCGTTGAA GCT3XOCTG TK3CTOCACA CC7IT3GTG3GG CCUTTAGCTG 180 

AATACGTAAC 0CIG3OXOS TGTCCCGCGC ATCCAG3TAT TCrTCGAGGC TTTCTTCnC 240 

, 5 OSOGATCTCT GACATATCTG GAGCACCGCG AGCATTCTGA TACACGTGGC CCGAAGATGT 300 

TT3CTTO3CG C^IGAAGTCTC CCTCAAAOCC GTAGAAGTCA TCGGGGTATT CTCCATCCGS 360 

20 CATTCTPCATT GTAGTAGTGG 1CICCACATA GCGTAOGCCA TIGATGTGCT TCACOGTCTG 420 

OZGAGTCACG GTOCX7IGTAC GGCCCTGGftG GTCCTTCGTT TCCGTCGTCT TCACXX5TTAT 480 

25 CGTATTQ2CA GCTGCGACAG CAGGAGGGCC AAAGCCGTTG TTOCTGCGTA G3GAATTCGC 540 

GCGICGTTGC C^GCTCATAC 1UIAAGTCCG C03AGGCGCA CCGJV37IA03 TG03CCGAGC 600 

AOriCCTAOC GACCGCGTCC GCCCCTACCC AGICAGTGAC TGAGTCCG3Z CCATCCCAAC 660 

CCCK3GTCIT CCGAGTGACG CAACCGACGC CO033CAGAC GACAAGCCGC TGCCTGTTGA 720 

ATA 703 
(2) INFCRMATICN FOR SBQ ID NO: 618: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 721 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
(DJ TOPOLOGY: linear 

fii) MDLEEULE TYPE: EMA (gencrrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1419UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 618: 

GMCCCTCCG CCOCTCCCTA CCCATACOGG CGfl03TO3CC CCCCtCCCGC CM3TC7CTG 60 

CCCCCAAACC GCACCTOCAC CTCAACCGAG CCTCCT*3CCC ACCAAG3AAC CCC3CGCTAC 120 

ATCTCCCCGT QCAGAGCACC GCCCITCTCT TCCQ3GCCTG A^CTXSACTGT Q0C«O3CTCC 180 

GCACGACATA TCTTTTTAAT GWXTCX3TC ATCCOCACAT TCTCSCCGTC GOOCISCGCT 240 

AOOGTCQCCC TCT3ICACCG TCTGftGCTOC TCCCAAAACA AACAAATCQ3 GACC<3Q3CCG 300 

CATOCACTAA TTACCTCCTC 00GAAO3ZAA CCOOITCCTT TIUITOCGT TCCOCAGAGA 360 

TITTCTCTTT CCCETCGMT ACCTCAGQCG TCATCO30GT Q3CfiGAajTO CCTCCCCTGA 420 

CACTTCTTCG AATATTAGAT GOTGGTATCC G332ACGCCT ACCCCAACCG ATTCTAGT-rT 480 

ATTCITIU3T CACACCCCQC TACACCtCCG AGC7TACAQ3A TCCCCGATOT QG03IGfia33 540 

AC^CCGTCAA CCTTACGATC TCAACQ3TCC- CTCCTCCCCG CCC GIC IGT G GTAOGCCTTTC 600 

ACATAO30TT AQ3ATCAAAG CACGAAAATT AAOOTGTCG TAAAAACACA AAOTCAACK3 660 

C333ITTCCGA ATCGSTTAGA GIQ2CA3Q3T AAIQOCQ3AC G2AGAC7KJKT CATGGTOCGA 720 

° 721 
(2) INFCRMATTCN FOR SEQ ID NO:6l9: 



(1) SEC/JETCE CHARACTERISTICS: 

(A) LH*?TK: 721 base pairs 

(B) TYPE: nucleic acid 
45 <C) STOANDELNESS: single 

<D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1420RP 
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(XI) SEQUENCE DESCRIPTION: SEQ ID MD: 619: 

5 GATCAATTCA M32TTGCTTT COCAGACATC TACGCTGTIT TOCAAAAGAT COCVCNX^C 60 

CACCCCGACT ACGAAGTGAC T3TCACGGGT CACTCACTGG GIOGCOGTTA TGCCTACTTG 120 

10 ATG3GCTTGG AGCICCMXT ACTTOGCCAC AAGCCACATG TGATCACCTA CQCCOGCCTG 180 

CGTATGGGTA ACGCTGACCT CAACAAATOG TAOGACAAOG TGTTCGACAA ajTCAAGAAG 240 

,s C^OGAGGACT TGAAAAACGG CGGAAACCCA AGAAACGCCT ACATCCGTCT GGTTCAGAGC 300 

OSTC^CATTG TTO2TATO3T TCCAACTCGC CCTAPCTACA GGCAOGQQGG TATCCTATTT 360 

ACCATCACTC ACGIX33ACAG CGAAGTACCT CTACAATOGG CCGTCAGACT TGAT3GCTGT 420 

AACACCAAGC TAAAGGAGTT GGTOGGCGAC ATCCICTTCA COGGGAAGTT QCTAAGCTTG 480 

GIGCGTC1CC 1GAACCACAA CAAATl'iTlC AGAAGAATQG CTTTGCCATG CACTGATAAT 540 

TCCTTGAAGC TATAATTOCG AGGAAGTAAT GAATTTTAAG TACGGAACGT CCAGTCGCTG 600 

CAGTCTTCTC CCTCTTCCTT ATG02CTATA TAGTTAATTT GATGTTCTGT TCTKITITIT 660 

TACATITTCC AAACACTOGG AATOCCACCT TCTAGATCIT GTICCCAAGA TGGATATITA 720 
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(2) INFORMATION FOR SEQ ID NO: 620: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 626 base pairs 

(B) TYPE: nucleic acid 
45 (C) STRANDEDNESS: Single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1420UP 
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<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 620: 
GATOCCTOTC GPO303CQCA CCAAGCOCAA GTOCATOSIG GTIUiUJL Ui QCCTOGW33T 60 
CTTOGAGATT GACATGAAGA AGCTO3CGAA GAOCTIOXG TOCAAGFICG CGACQ3GTTG 120 
CTCTCICTCC AAGAAOGTTCG AGAAGAAAGA GGAGGTCGTC GTTCAAQXG ACA1O3033A 
OGAOSTCGAG GCCTACATCC ACGCGCTOCr AGAGGAGAAG Q3GATCiVOG GTGTCAAOGT 
CGAGCAGATA GAOOCTCDCA AGAAGAAGAA CAAGAOGOCG AOGACGACGA CGOOGCCGCC 
GTO3TGAAGA G033GTrC033 ACATGTGTAT CAGATTGGTA TGraGTGATT AATGATTGCC 360 
20 CTrcTCTTACC AGICCAAGAG GACAGGTGTC TGGCATOCTT QCACATTGCT 

T0333ACCAT GAOCCIOGAG AT33ATCTAA TTGAATO33C QCTTAACCTC 
25 CGTOCTOCQ3 GAGO0Q3GGT ATrroaZAGT GCCK3CGAGG AATTGGAGAG AGTGCTAAAA 540 

CTCCACTOCC GAGTCACAIA CCATOCGTTT GAO03333ZA CCAAGCQCJIC GGTCTO3GAA 600 
■30 CTCItXTOOC G3AGOCCGAG AAGATC 

(2) INFORMATION FOR SEQ ID NO: 621: 

35 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 582 base pairs 

(B) TYPE: nucleic acid 
(CJ STRANDEDNESS: Single 

40 (D) TOPOLOGY: linear 

(ii) MOLECULE TVPE: IMA (genomic) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1421RP 



50 



(Xi) SEQUEfXJE DESCRIPTION: SEQ ID NO: 621 : 
GATOCCTCAG TTX3TCCATCT TOCCTTCACA OCCAGGATGG ACCATTCGTA ACTG3GAGTT 



180 
240 

300 



420 
480 



626 



60 



55 
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ATGCGGTTIC ATTIUICnT TTAGIACAGT ATTATCTCIC TQ3TTTEACA TCCTACFTCT 120 

5 TTrATCGTTA CTiULfcTATG TATQ3ZATCT TAAATTTTAT OGACK*XAGT ATTTFIATCA 180 

CKTIXTTAAW: TAATCiAAAAA TAATCAATCG A&TTCTCGTT TACCTAGAGC T3ATTATOX 240 

, 0 ACATO2GTAC TAICGOCGTC OCACCGCAAT TATCTATCEA 7CCTACAGAT AATCCTTTCT 300 

ATTAGCAGTT CTCAOGAAAC GTCTCAGTT3 CCACID3ACG TOGCATCCT TCTFCTCCAA 360 

75 CX7IQCOCAGT GTCAaTTCCT AGAQCTTCAT TItGAACCGT GOrOXACCT COGTCAATie 420 

AACTCCATCT CTCGTCTTTSA CGTATACGTC CTOC03CACA CTAATCAAAT CCCCOOCXTTT 480 

20 OXAAATCIX5 ATGACCCTAG GGCTCTCTTT CTIGACTCCG Q30Q33AACA TOB3CTTCAG 540 

TA'1-iTl-AACG AOCCGTTOCC COATOGAGT ATTCAAATTA 1C 582 

25 (2) INFORMATION FOR SEQ ID NO: 622: 

(i) SS£JE*CE O^ARACTERI STICS : 

(A) LENGTH: 1152 base pairs 
30 (B) TYPE: nucleic acid 

<C) STRANDETNESS : single 
(D) TOPOLOGY: linear 

35 (ii) MOLECULE TYPE: ENA (genonic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1421UP 

40 



45 



SO 



(xi) SEQJINZE DESCRIPTION: SEQ ID NO: 622: 

CATCATCATA CCGTGTCCAA CATCCCOCAC GGAAOCACCA GTCACTTGAA GTGGAAGGCA 60 

GGTAACATAC GCGA1CGCCT CCACGACGAC TICCOCAGCT TCAAGGAC3C AGTCGTGCAC 120 

TCICTCACGT TCCGCAGCQG CCAGTCCCGC GACTAOCGCC AOCAGTGGTC CATCTTCQ3C 180 

AA03GTTTCTC CTO3CAGTGC CAAGTCCOGG TCGTGGTICG GTOCCGCGAC TGACTCGCQC 240 



55 



889 
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GATOGACEAC TCGAODQCOS QD333AG3CC 033C03GAGG OOQSTCGDGft aS^CAffTTCG 300 

5 TOSTTCCOCG G3GAC^XOG CACCGAOGAT TO3332C3J7r ogragTTTOG GOXG^mX 360 

CQX^OOCC C€QO*2TCG CTCOSACCOC TO3TO3ITIG QCO3CGA0QC ^mjMTC 420 

w oxtfCGws a^norr caactcagag cocgaococt cgtogtiocg tcgcgacaaa 480 

cacgccaccc tcgacgagtc ogftcogtgtc ttccggaatg gggoccgtct cggoitilxiac 540 

1s accacgcoct a33cgccgac oxcgcggca aggtcgacga catcaagcag gcaggtccag 600 

acctcggccg ctccgcgcag cccaaojrcg acgacttcaa ccaggccggc cxrxjacckxs 660 

20 ctoxtctgc ccaggaccgc ctkx-jv3pocg qsttioccoa cgccaagcag acoc-x^oag 720 

CXXOCOCCIC CACXXyKTIOO (nraniT TO333CCICT 0333ACGCCG 780 

25 CCTCGTCCGC CGCCGACAAG AO^CAGim: TCTTCAACTG GGGCEACAAC AAGGCCGAAA 840 

AGTCGAAGGC CATCGOCATC GGOGAGTACG ACAAGQCCAA CAAGGACTAC CAGCW3GCCC 900 

30 TCGACCCCTA (3AACCT32TOC AAGCGCCTGC TCCCCGACGG CGACCAGCAC CTTCGCACCG 960 

QCCTOGAGAG OGCCCAGGOC CAGCTGCGTTCi ACTGTO3CGA CAAGCTCGAC OCCAICTCCG 1020 

35 CGGAGTTCGA CCACTACGCC CGCGAGAACA TCTCCGACAT CTNDCGOCGN CTGGACCACG 1080 

AGGACCGCGA TTCCGCGGCT TCCCCCCTCT TTAGCTGGTT CCGCTTCAAG CJXD33CKJT 1140 

40 CGAAATCGAC CT H5 2 
(2) INFC^MATTCM FOR SEQ ID NO: 623: 

46 (i) SEQUENCE CHARACTERISTICS: 

(A) LEN3IH: 713 base pairs 

<B) TYPE-, nucleic acid 

(C) STOANDEENESS: single 
so <D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ETA (geranic) 

55 <vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PAG1422RP 

5 

(xi) SEQUENCE DESCRIPTICN: SEQ ED NO: 623: 

70 GATCCGT3TC CK3333CTOG TOS^GAACAT GAGOGGCTIT GTGTOOOCAT CGTOD3AAAA 60 

CGAGICGACC ATCTTCAAGC CAACAACAGG TGGTO3TOGC GOCl'IlflUGG AGGAGCTGGG 120 

,5 C^TAAAGTTC CTT32AOCCG TOCOGAOTGA IC3333AA3T GGAAGATOCT GOGACTCTGG 180 

OGAAAGCTTT TIGGACGCCT ATC033ACAG TCCAGCGTCG AC03XATCA T3CATGTOGT 240 

20 AGAGGCTCTC CGTGACGCCG TO33CGACGT ATAACGCGCC TO^GTHX TGCCAGTGAC 300 

AGACTGATAC CAGTnAlAC ATACATACAT ATTR3TAAAA AAGA03CTTA GTCTTACGTG 360 

GAIOCGAGCG CCOGTTICAG GTAGATAGTT TO330CTGIC CCAGOGGCAA TCCAAGTAAT 420 

CTGTCTTTAA AAGACGGOGT CTCCAAOGCT TGTCGATAAT TCTCAAGGAT GATATGACAG 480 

ACAAGTJTGO ACAIGACACA GCAAACGACG GAGAOTICIC GGIGGGAGCC GAAATOCGTG 540 

GCCAUGACTJS GCAGAACCCG GACCAGATCG CAAAGCAGCT CTIGGTTGTG GTIG1TGTCA 600 

35 

AGTOCTATCT QGAGGTACTT CTCAAATACC CCCAG30CGT GAGTCCAAGT TTCCATCTGT 660 

TGTGCGGGGA AAGTCTCCAA TAATTGACGC AGTGTCTGCA AGTTAGCAGC IGA 713 

(2) nffORMATICN FOR SEQ ID NO: 624 : 

(i) SEQUENCE CHARACTERISTICS: 
45 (A) 642 base pairs 

<B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: liriear 

50 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 
£5 (A) ORGANISM: PAG1422UP 



891 



IS 



20 



26 



36 



46 



SO 
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<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 624: 

GATCTOTAG GCGCCAA£7TC GAOGACTACA GGOGaXTlT TTOGQZCAAA GACOSAACAG 60 

AAGOOaXAG GCQ3CX7ITrr COSACAGAGT ACTOCTQCTC CCAATGGCAC TOGCGGOGOT 120 

GGTCTCTTCG CTAGCACGGG C^ACAGCGGC AGCACCCAAT TG03TGGGCT GTTOOQCAAC 180 

AGTGCTGCOS GCGGTGGTGG GftGKTnTT CO03CCG3CT COOCCQCGAA CAACAACGCA 240 

TOZACCTCGT TQ3^AATCT CTTK333AAA CCTAAIGACA CGGCACCOOC AGCTGGTGGA 300 

GCAATCGGCC GAACACAGOC ACCACAAATA COJITTCTTC CACEAACAGT 360 

ATAATCAGOG AAATO3TOCG CAGAATAATG C U UJULTLTi' TQ3TGCGAAA 420 

CCTACCGG3G GGCICTTTGG AAACAGCAOC (XTCAGCCAC AGTOTCGCT TITTOGAGCT 480 

TCCTCCTCAC AGAATAATCA QCAGCAGCAG CAGCAAACAC AGCAACTGTC CCTTCTGGGT 540 

TCCAATCCAT ATGGCCIGAA TCTGACTGGT GTTOCK7ITA CI»CCATGCC OGAATCTATA 600 

ACQ3ZAGCAA TTACGTCTAA GAAGAAGAOS AAGCCTACCG CT 542 
(2) DEFORMATION FOR SEQ ID NO: 625 : 



(i) S'EQUENCE CHARACTERISTICS: 

(A> LEM?IH: 719 base pairs 
(B) TYPE: nucleic acid 
40 (C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: UNA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1423RP 



(xi) SEQUEMZE DESCRIPTION: SEQ ID NO: 625: 



55 
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GATOGAACAC AAATTCATCT MIGAACACAA ACTTGGAGCG GTTOGTariC GTTATATTO3 60 

ACPG3AACAT TGACCTACCT TCAATG'ITIU COCATTCCT3 GATCTACCAA TCTTTflGTAT 120 

TKaftCGTATT CAAICITTICC AGAAATACGA TTTCAGrACC GAATACTGAT GAAAAG3GAC 180 

AACCCACATA TAAGAAGATC GATATTGftGC CTAAAGACTT CTT3TCGACG ACAAATGCGC 240 

ACTTQCCGTT CCCAGACQCA GTGGAGAATG TC^AAATOC ATTOGCAGAC TATAAGGCCG 300 

?5 ACQCX33AAGC GATAACCAGG AAGACAGGCG TTGACAATAT AGGOGATITA GATCCTAACT 360 

CTCAAAAT3A TACTTTGCAA ATTCAGGAGG CAGTGAACAA GTIGCCOGAA CIGACIOZTA 420 

20 GGAAGAATAT CATTGA3ACA CATATGAATC TTCTOGCTOC GTIGTIGAAA GAGCTAGAAA 480 

ATAAAGGGTT G3A2TOGTTC TTTGAAATO3 AGCAACAAAG TGACTCTGCT AACGTGAGGC 540 

^ 5 AAGCATTCAT GoACGTTTTG AAAGATGGCA AGACCAATAA CCICAAQ3AC AAGITAAGGA 600 

CAIACATAAT CATCTAITIG ACTACTTCGG AGAJtfXTTCC CGATCAATIC GICCAACATC 660 

30 TTGAGAGTTA CTTCCAAGAT AATAATTICG AAACQCCAQC GTTGAMJTAC TCTATAAGT 719 
(2) INFORMATICN FTZR SEQ ID NO:626: 



as 



40 



45 



50 



55 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS: single 
CD) TOPOLOGY: linear 

(ii) MDLEEULE TYPE: UNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANiai: PA31423UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 626 : 
GATCATOCTC TIGAACTGCA TCCICATGTC GTCCGA3GAG TACACATGAT TGAAGTCAAA 60 
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CAAA^iTlU uAUACTUA LUITC3LCGCC PCQCAKXfTC QCAAACAATC CGTCOCIQGA 


120 


5 


OXiWfTICT 03GKTOCC1U CAliCACAGA GATCCCCG2A OOOGTGACCA CCftCGATOKT 


180 




CCGACTGTGC TOGAQC3CAT ACCGAATGAA GTO33CGTO: OXGCaCTCA CCMCTCCGC 


240 


to 


TAATOCOCTA QCTCAAATAC CGACTICGTC QZAOSCCTCr ACGTCAGCCG 


300 | 




otqlTiva/h- ujcacxu^ag oocgoscctt qogcagcgcc cgiaacacct ccttcogtgt 


360 




GACCTCCTCG GACACGCICG GOXGL'IUIC QCAQXCIUT GICT3CTTCT TTTTGACQCT 


420 




CGACQGCCCC GTCATCOXA GCTTCACCTT CAT03GCGAC COCTftCCXXT TCACACCGAT 


480 




accaccagta (xnrancA tcccgcacgt tccacaaacc tctoccoctt gctgcactcg 


540 




TOJTTGCCCC GCTOCGTGGC GTKTTAG^OGA CATGAAATGA GTGACGGCGG GCCCAATTrT 


600 


25 


v*ja**.uric (j_-rr.lL.UALC AATCCG3AAA ACTTATCCCC CGTAAAACAA AG3CAG_ftCT 


660 




TCXX3GTCT03 CGKTPGCQQC TITIUIUUCA TCT9CCTCCT3 QTCCCGITfiC GCCTACATT 


719 


30 


12) INFX3PMATICN FOR SEQ XD NO: 627: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 724 base pai_rs 




35 


<B) TYPE: nucleic acid 

(C) STRANDETMESS: single 

(D) TOPOLOGY: linear 




40 


(ii) MDLECULE TYPE: ENA (gerxxrvic) 
(Vi) ORIGINAL SOURCE: 




45 


(A) ORGANISM: PAG1424RP 




SO 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO:627: 






GATCTCATCT GTATTTGGAA GGGAACGCAC CAGACGQ333 TGACTCGOAG AAGCTOCCAG 


60 


55 


AGGAGAGAGA AAACATAGAA AATATATTTA TATTATCTAT ATICAGTTTA CATAAGAATG 

894 


120 
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TGfTCATAATT TTATTGTTTT TAGMTTCGA CTK3D3PGTC OOCTOCATAT GACTATCCTT 180 

TmTTCTAGA TTCAGTCCTA GCTAGTCQCA AGGAAAT03A TATCCTTAATT CCCATTTAGA 240 

ACAAGATACA AATTAQCGAA TTTCCCQ3AA AAACC33TCT TATAATACAG CATCATTOCC 300 

GAATCCATAC CACTXXTTCA ATTAAACTCC CGAATCAAAA AAQ3CXXXX3C Q333TCTCAA 360 

GAATCTTTTC QOCAGTACIX: GWK33TGAC TATCAOCAAG G3ACTCTrCA CIAOXGAAA 420 

CGAOCAGTAT ATTKTKTKXT AQCAAATGAT TTAAOXTCT CGAGACACCT C l'I AT lUXG 480 

TCCTAHJItTT TCTGTOCAOG CCCTQQOCCe GATAAAGAAT GCAOJKXJX TAATAGTAAT 540 

TACTAACOGT TmMAAATC 0CCGTKTIO3 Tlt^AGftOCTG TGAAACGATA ATCCCATTTA 600 

TACCAGATGA ACTCQCCGCA CTATAGrKJTC CGTAATTCAG CACIUIOSAT TC03AGTTAG 660 

G3TOCGCGAA CTA3CAAATT TC7KJTATCCT CCATAATAAG GATATOCAAT GOCMJTATPA 720 

TAGT 724 
(2) INFORMATION! FOR SEC ID NO:628: 



<i) SEQUENCE CHAPACTERISTICS : 
35 (A) LENGTH: 720 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPODDGY : linear 



(ii) MDLECULE TYPE: CMA (gencmic) 



(Vi) ORIGINAL SOURCE: 
45 (A) ORGANISM: PAG1424UP 



(XL) SEQUENCE DESCRIPTION: SEQ ID NO: 628 : 
GATCATOoTA TGCACTCAGT TOmTTCTAG CATAGCCCGTT GOGATTOCOG TGATITCGAA 60 
CGATGAIGAC AGGCAAATCA CCATGAGGAG C03PC3GATTC TOCGCTAAAT TCAGCTGCAT 120 
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TTGCAACAAA GAJGGCGTGT TTCTATGCGA GCOXTTCAC AOG3GCGTAA AACATGTTCG 
5 AAAIGCIGCT CQCTCTQCCT TOOXTOCCT GTOXCTCAG CCAGACCGTC TGrTTOCTTC 

TAATC7TO333 GfiGAGIDJIT CTACTCACGT GTTCAGCGTG CIGAATAACT TGCCTATCCT 

,o tacagcigct gagctgaox aatocacjgtt tccaagtcca atagtctacg oxccgaagg 

TGCACAGTGA T033T!AATCT ATTACTACAG OZCACTGC2AA OGCTACAGAC 420 
f5 AACCTACAAT GAO330GCGT TCrACAATAA AATCAATTCC CCT1GCTCGA OX3ITAACCC 480 

AAAQOTATAC CX7I7-02TTGT GKOTOTT GTITCCATTA QCCCTIOCAT GIQ CTTTTTT 540 
20 ACTGTGATTA CAGAGCCTTT CTGTAGAATG TGTACGTGAA TTTAATACTA GAGAGCTATA 

AAGCTCTCTT GTTCTTGTAA TGICTGTTTC AGAAGATAAA A03EAACACC AGAAAACGAG 
25 CTACGACCCA AZX3XTATTG GACTAGGAAC TGGACAAAAA CTAAGAGTCG TAAGTAAGAA 



30 



40 



45 



(2) INFX)RMATICM FOR SEQ ID NO: 629: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 710 base pairs 

(B) TYPE: nucleic acid 
35 <C) STRANDETNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DMA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1425RP 



180 
240 
300 
360 



500 



660 
720 



<3ti) SEQUENCE DESCRIPTION: SEQ ID NO: 629: 

SO CATCAGCIDC GACTTOGTTG CAACAGTATT OCTGRGACTA TCATTCTTGT AGAGOGATTC 60 

TIGTGAAGCA GTTGGCCCGG TGTATGAAAC CGCGTGTrTA CCAAGTOGAG GOCTTTGTTC 120 

55 AGAAATTTTA GTICCTTCTC GAACGTATTC GTOOTOCTG3 AGAATAAAGT TTTGTTOCTC 180 
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to 



15 



20 



25 



3S 



40 



55 



GACATAGTCA GCtTTCAAAAA CATTCACACC TGTCTCATCA 240 

U U Tl b 'I U CA TCAQOCTTTC TC7Ta3^riT: ACCTICGAGA TAGCTTITGft 300 

TAAGTTGTAG AAATATCGTC TTC3CCGPGA CCACCAACGC TCGACCCCCT 360 

CW^CAGIGAT CCACTAGAAC T1CTTGCAGT AGCCTCGCCG TCAGCATTAT TGCTATTGIG 420 

TGTACTGCTC GAC7TTO3XA GATTAGATAT ATCAAACTGT TTCGATTCTIG TGGAACCTTT 480 

ATATTCA r XA TATGCTCCAA AAGAATCTCT CCTTK3333A. GAQCCTCGCG CTGCATGAG3 540 

ACGACCAQCC ATAAAAGATG AATCOCTGCC ACGAGAGTTC TCTAACCGCC CAAATGGTGA 600 

TXAQCGTAG TTGTCATAAA TITGAACCAG ATCTGCACGC GAdTUTACA QGICCCTGGO 660 

GITGTATCCT GXTTG333T CXXTAACrrc TTTAATGSAC COGAAGAAGC 710 
(2) INFORMATION FOR SBQ ID NO: 530: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
(D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: O^A (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1425UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 630: 

GATCATACAC COOCTGCCCA. TACAGTTGCC CAG2ACCAGC AOCCQ0GACA (XXTTCCAACG 60 

CCTAGAGACG GACACCGCAG CtXTTGTCGC CCACGACCTT TCCOGCTGGG CCGACAQCAC 120 

CAATGCATAC ATAAA033CA CAGAGGOCTt CGTAAATGCC COCCTCCTCG GCTO57TEAC 180 

CACACCTACT AC_AGOOC7?CA ATACCACCGT 03C030CCTG CTCGCCGACA TCGATTCCAC 240 
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75 



20 



25 



30 



35 
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CGTCGAOCGC GOSTTOCAG ACAO30CACT VCPCQOOCCC ATO3TGACCG TTCTCTCCTC 

AACAAGTTOC G33CCATO3A Q3CA«30Crc AOTXaCCC ACGACCAOTr 360 
AOGCATCODC CTCXXXXCA T02ATAC03C OX3CCTI03C GACaCTCTCG CAGAACCAGA 

ccttocaacc catccogxxt acacagcogtt gckxagkx ctcagigao: qctiacgtca 

TTCXJ3TTCAC ATCACTGCTG TOOCCOXriO CGCATTGAAC ICEACGEAIC 

<xtiqxcig crcoxricr qsattcio^a gacacctctc ggctigqcaa tgctoceaot 

CAAGKX3CAC TOCO?IOQCA GGAAOTTCOG (XOCAGAATC CXTTIGAGCCr AATICTTACA 

TAATCITAAT TD32CATTCT GCT3GTCGAA CACGAACICC GOGTTAGCCG G 711 

(2) II^FGRMATICN FOR SEQ ID NO: 631: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 722 base paixs 
(3) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: (genanic) 

(vi) ORIGINAL SOURCE: 

(A) QRGANXSW: PAGT426RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6 31: 

GATCTTCTCT OCX3CTCGAOS TCACT03333 CATOGACGAC GCCA3GAACT GC7HXTCCCG 60 

CTCCTGAIQ3 COTOOIGCA CTGCTAOCOG CGACTO3COC TCCAGAAACC GGCCCATCTT 120 

50 GTT03CATOC T3CAOCAGCA OCACCACATO CO»AGCACC QGCIQOCTOG CTOCrrTCQC 180 

TAGCTGAAAC GAAAGAAGAC GOOCTATAGG CQCCCT3CCT AGCATATACA OCCACGOGAC 240 

55 ACCCATAACA CODCTTCTAA CCCTCAACOG AGTCACTGAG AACTOQCGTA GTOCGCATCA 300 
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tccaccicgc GAirrrrcAT tctagigaat aatotitaca oxccaacac AAAOGCTOTr 360 

racCAXAT T2TO3CTCAA CTAGGAGGGG TGTCGGGCGA ACCAGGAACG CGTEACTCGG 420 
TAX3CGGGCA TCTAGTCAAG TO33CAGTTG CAG333ACTT L Tm 'KJlUr GTTATTC7£>S 480 
GTGTAOGATG CTT3TTATAG GGTIGACAGG AfXTEATIGCA TQCQQCAAGT OGftCOJimC 540 
G03GAGACTG CACGAG03AT ACCGSATCXX GGTGATCGAT GCGGATGCGA TTOCGCCGGA 
T£ CATTATGCGG CCGGGGGAGC G33IGTACCA CGQSTOGTCG AACOGTTIGA GCAACOGGTC 

COXAACTOG TOCAGOOGAA CGOGGAGCIG AACCOCGCGG CGCIGGGGGC GltXATCTKT 720 
20 CA 

(2) INFORMATION FCK SEQ ID NO:632: 

25 <i) SEQUENCE C-IARACTERISTICS: 

(A) LEWJIH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 
30 <D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: ENA (gencnuc) 

35 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1426UP 



40 



45 



50 



55 



600 
660 



722 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 632: 

GATCTCCTOC AGCGOCTGCT TGAACCAATC TCCAGAAGAG TCICCGCCTC GTCAAGAACC 60 

TTGAAGTCAA CX73XX33TAAA GTRL'ITIUUA COXAAGCCT CGAGCATCTC GATCAACCGG 120 

0D33XOID3 CAACCACGAT ATT033CCTC: CTOOGCICTA G3GATX7IGAA AGTTTCAGTC 180 

CGCGAGGAQC CQCCCATCAT GACAACCGCA TTCAAACGGC GAAGCTTOCT GTTO3CGTTC; 240 

CGCATCTCGT TGftlCTOSTT GAAGATCTOC GCGGCCAAGT OCCTOGTTQ3 TCCAATCACA 300 
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* 




ACACOCTTCA CATTITCCGA AGGA03CCCX: TXX^AGACCC OCIO^ACAG COOCATCAGA 


360 




s 


AACGCAAGTC TCTTAJJ1U1' TCCAGITTTC GCOCGTGCCA CO^CATCGTG CTCCGTCTGC 
W33ATCOXT 7TAGCCTCTT CTCX7IX3CACC Q3TGTTAGTT TATCGAAGCC OCCTK^CTOC 


420 
480 




to 


AQCATCTCGT ACAGCTCGTT COIC^CCACG CCCTCCTCCA CCAAGGTCCG CGGTGTOCTT 
TCGACCOX^ CALL' I'lLUlU «XX»CACOC ACCACCTCOG TGTTO333CC CA33CTGAAT 


540 

600 




15 


CCCTCOXCG CCQ33ICGTC TGTACGGCCG CGTCTOCCCT GTGQCTTCCG CCACATCCCG 
CCGCQ33GftC CACCOTCACC ATCCTCCCTG TCGCIULUJi OCT 


660 

703 




20 


(2) INFORMATION FOR SEQ ID NO: 633: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 base pairs 






25 


(B) TYPE: nucleic acid 
iC) STRANDEO^ESS : single 
(D) TOPOLOGY: linear 






30 


(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1427RP 






35 








jj 


(xi) SEQJZltZE INSCRIPTION: SEQ ID NO: 633: 
GATCmCTA TCQ3GGAAAG ACICCATCGA ATACAAGGTG CTICTAGAAG GGCCCTATGG 


60 




45 


AAACACCATT COG03GCTTG CTCTCCIGA CCOXGCTAC GTGCX3GGCCA CEGCAGGTCT 
TG3CGTAGCA uoajiu'IIACU CACACTTCGT CTCTCTGTTG GACAAGGAAA QCCAGTTCAC 


120 

180 




50 


CCATICATTC TACTGGATTA TAAATGACCT TTCATATCTG CATTGGTTTT COCATCAGCT 
GAOSTACCTG QCQGACCOGA ACTGOGACAT CAAAATTATT TACACGAGGA OCAATGAGTC 


240 
300 




SS 


Ui-lwWoAA CTGACCCCAG ATGTIGCCGA TTCCQCCTVT GCGAAGTICG TOGATICGCT 

900 


360 
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OATATCTGC ACOTTCCTCC ItXQCCCftGA TUTCWyOG ATOGTTO3AAG AGCACATCCT 420 

GCuC'iCGTCT AAOZAGGCAC AOGACGTCAC CTTTATTAGC AC£OSCCCTT CGACCTTTAA 480 

TG9CCATTTC CCCTATGCTG TGAAATCTAG CATCACGGGC AAACTCCAGT GTCATGTCGA 540 

CCTAGAGGAG GAAAGCTACA CCTGGTAGAT AGATACCATC TTATTAGTrA ATIGTACTTA 600 

TTTATTCCTC TTCCTGTATC TTAACCAAAT OCCGCCATGT CTCAACCAGC TTCKXATOC 660 

TTTOCGGATT CTGCCCTGCC TCGACCACGT CC#3/*SGTAC CTOGTTTTCC G 711 
(2) INFORMATION FCR SEQ ID NO: 634: 

(l) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 718 fcase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : sijugle 

(D) TOPOLOGY: linear 

(ii) molecule TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1427UP 

(X±) SEQUENCE DESCRIPTION: SEQ ED NO: 634: 

GATCATCTTC TCCATOTCCT 'IUJJJCCCAG CGACGTTCTG ATCQCATCCG CGACTGCTCT 60 

GGCAGCAATA ATGTTOSCCT TTCTCACTTC CTGCGGCTTC TOGCGGTITr TGAACGTCGC 120 

ATTGCTGGCA CTGACCTTCG GTGGCATCTT AATATACTTC CTGATTCCGC GCCCCAGAAG 180 

CCTTACTTGC TGCTAGAGAA GTTAAGGTIG TTTGTTEATG CTGACAACGC CTAAGTTACC 240 

GTCAAACGAT CAGATTTTTG CCACTGGAAT TICCCTTCCTT ACAAACGGAT ACTTGATCCr 300 

T7X7ATCTCCA AGAGCTGTTC CATCGGGATG GCCTGCTGAG TAGTGCCGGG TTGAAGGGAA 360 

AATCGGOGCT CGACAACTTG G3AAATGICT ACGGAGGACG CQ3CGTTAAC AGGGATCGCG 420 
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GIGACQGCAG AOCICAAAAA AAAATGOGCG TTITCCAGCT GGIWIGW33C GTTCA&3GGC 480 

CSCACTCG3T GGGC03AG3T GATICGGOCG CTGCCCGAG3 AGTTCGTCftG CTftCGTOGAT 540 

CAGOGCGGGA TCAQOCTOGC G03EGAAGAA G3TTCGAAGT ATTTCTA03G CCAGGAATOG 600 

AQECTAQoAC G3AOX»GAG TACaOOGACT 03^G3O3G CGACSGCGCG AGIGMCGGT 660 

CG7/IOGTGCC TGGI03PCTT CCCGGAAGTG CACGCGCQGG TGAAGCAG 718 

<2) INPCRMATICtJ FOR SEC/ ID NO: 635: 

(i) SECUENCE CKARflCIERISTICS: 

(A) LENGTH: 723 base pairs 

(B) TYPE: nucleic acid 

<C) STRANDEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1428RP 



(Xi) SECUENCE DESCRIPTION: SEQ ED NO: 535: 

GATCATACAC QCATTQEAGG TATACATTAT AGTGCTCATA ATTATCGGAT TGCAAATAGA 60 

40 ATGGGGCCCT TACCGTAG2A CTGTCTTQST AATGCAGCGA CGOTCAGOCT TAAGAAGCTT 120 

TITGTTCrCC GTGTATTACT AACAAAATAA TTTOCTCGAG CACAGGGAGT AGAGATGAAT 180 

45 TACATAATCC ATATGGACAC CTOSTUACCT TCCAGCGAZA TTAACATTTC CTTATGAATG 240 

CCCAATAATC GTGCCTAAAT GATGTGCTTG GTGTAATGCG CATTATAAAA TGTATGTOGA 300 

50 TTATATATTG TTTGTAGCAT CTAGTAGAAC CATGGTftGOG AGGICTTTO3 CCATACCCTT 360 

CTGAAGAGAG ACATAGCAAC AGTGTCTTGT GCAGATAGTC TGCCGTOSAA TGTIULCTIG 420 

55 AAGTAAOCAT GAGTACCAAG ACTCTCCTTA ATGAfiGCCAG AGCCWDCAGA TTTCGTGAAT 480 
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AGT333ATCG ACTIGAACCA CTCGACAICT ICiaXCTAA AGAACATATA QCGCACTCIG 540 

S ACGACGCGCT TGTOGAACTT GAATOGATQ3 CCZCTTAATA TCATIUICTT GOCCAATATC 600 

CWiOlGl'CGT CT3D3T3CAG GAACGIGCCG TO3CCCACGA AQTK^XO: CTTTT33ATCA 660 

70 GW3333TTTT CTTTCA^CTA GAKJXCGGT GACTOGGTCA GGTOCAAGGG AAQCATCCAT 720 

GTC 723 
»5 {2) INPCKMATICN PGR SDQ H) ND:636: 
(i) SEQUENCE CHARACTERISTICS; 

(A) LEN3IH: 726 base pairs 
20 (B) TYPE: nucleic acid 

(C) STRANDEEKESS: single 

(D) TOPOLOGY : linear 

25 (ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1428UP 
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(xi) SEQUOCE DESCRIPTION: SEQ ID 130:63$: 

GATCAAACCA GAGTGOGAAG CGCACACGCG GCACTOXGG CVV3CCC7TAC CGTAGTTICT 60 

TO3GTO33AG AACCAAAOGT TTTCGTGAOC CATCTrCICT GCAATOCGTT AGTACK7ICT 120 

CTGAOCGCTT GGAAGCGCTC CGOCCCTCGT GAQCTOCCCA CACGCTO33C GT-TCCQ3CG 180 

ICCICAITOC CCQCACCGTA TTCTOCICGC ACCGACAGCT CTAGACCACA CITO33ICCA 240 

TCCTCTGCAC ATACGATTAT GCTTTOTCTC TIGSTATTAT CCTTAGATIC QCTAGACTTC 300 

GACACTAT33 TTATCACCAC TGTTGAAGTC TOCTICGGTT OXACCCAAA GICTCGGGAC 360 

TCTAGTTOSA AAGCGCAGTT CGCQ3GAAAT CAAOGATCTC ATAACGTC7IG GOTOCAACCG 420 

TTGAATOIGT GGGT3CAACA GTCAATTOTA ATTIOTTTTT TIGAICGAGA GATGGGATOC 480 
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S5 TTA/CTTGAA AGAAGPCGAC TTTACTCTAT CTO333TKX TCTGATCTAT AGCACTATTG 480 



540 



660 
720 
726 



GATGAGCTAG TTGAAAAATT TTAGTATQ3C AAAACTGXA TGCATATCTG AGATG33CCA 
TCAATTGCG3 CAGCTTAGTG TTACACGACC AATOCAGA03 TGGTAATICG GCXATQGCAG 600 

gicactcgca ca07i03tcg gtaaaaaagg gczacaaaac gttcaagtcg aagcatx3cga 
c^acogogc gttg^aacot, ctgcacaago coaagtgga acaggagacc cctgctgggg 

TGAAGG 

(2) tNFORMATICN FOR SEQ ID NO: 637. 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMJITi : 712 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEDNESS: single 

(D) TOFOLCGY: linear 

(ii) MOLECULE TYPE: ENA (gesncndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1429RP 



<xi) SEQUENCE DESCRIPTION SEQ ID NO: 637: 

GATCAAAGTT TAQCATGTAA ATGTCCAACA AACTATTTAT TACCTCTOCA CTOCCCATCT 60 

03?HGAAAC CX3CO0AQ2AT OCAAACCAGT GCTTTCATAA TOGAAITGCA AAATTGAGTG 120 

CACTAATTGA TAAGTATCTT GAGAAAAGCC CTCCCGACTT TACOCTAGAT GATTOCTTAA 180 

TAranCAAA AGCCTCCGfiG TTAATAAAAA G3ZTTOCTAC ATCCAAG3TC CATATAGATG 240 

TGATAGATGA GACTAACAGC ACCATTCATA AAAAGCG3AA GCXXAATTTT CGAATCACAT 300 

^ CACCCAGACC AGTATACACA TCCATTK33A ATTTDOGTATT AAGAAAGTTG CATAGCGTTG 360 
TCGACCAAas AAAGC7TAGAA ACCGTCCAAT CCTTTGAICA GATACTTGAG AATTTCCTTA 
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ACTAlTTGOAA OCCCCACATG ATCCCAGGCT ACGCCAAAGT TACGACTCTA GAGZATTTCC 540 

5 TOGTGCAGTA TATCTTACAT CGATATGAG3 TATTATATGT GGCCGQCGAT GAAAGOCTAC 600 

T/C^AIAGTCT (XJTKiJroCC ACTATTCGGA M3CTATTTGA ATGCATGCAG TCACAfXATG 660 

JO ACCACCAGSG CCT33TAGCG AATAGCCAGG CTGATACCGC ACGAAGAGAT AT 712 
(2) INFORMATION FOR SEQ ID NO: 638: 

'5 (i) SEQUENCE CHARACTERISTICS: 

(A) LEttJTH: 718 base pairs 

(B) TYPE: nucleic acid 
<C) STRANDECKESS: single 

20 (D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (genomic) 

25 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1429UP 

30 

<xi) SEQUENCE DESCRIPnON: SEQ ID NO: 638: 

GATCAACCGA TAGCGGAAGG O3CACGAQ0C TCGGAAATAG TACTAG3ZAG TGGTTGGCTT 60 

TIGTTTTTAG CTGTGTTTCA AGATGTCAGC GPGAACAAGC AGOGAGQCAG GCGCCTCCAG 120 

GGTGATGGGA GGTCGGAGTA GTATGGATGG AAAGTCCGGG ACAGGAACAG GGTATTTGGA 180 

ACAGCK5AAC TCGCCAAOCA TTCAGAAGCT CATGCACTCG GACGCTKXA C3VZAGCACT 240 

ATTGGAGAGG TTGAAGATGT CCCTAGTGAC TTGCGTGGAG TTCACGASCT TCATAAGAAA 300 

GAAATACTTG CTAGAAGAGG GCCATOCGCA CGAGATGGGC AAGGCTTATA AGAACTTCTT 360 

50 TCCGGAGGGC GGTGAGTGCA GCTTGCAGAA TAGCATACAT AAGGTTTTGG AGTATGACGG 420 

AAAACTTGCG CAGGTGAAAC TTTCATATGT TGC7TOCGTTG CAGAAGATGT ACGATGAGTT 480 

55 AACGTCGCTT CITOCATCCA TGACTAAAAT GCGCAAATCC CTCAAGGAGA GCAGTCGQCG 540 
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(ii) MOLECULE TYPE: ENA (genortic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; PAG1430RP 
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GTTGGAAAAA CAAGTCQCAG ATOCTATACA TAOCGCCGAA AAGGCAAAGG CAAGATATAT 
5 GTOCTTCTOC ATGGATTOG AGAAGCTCAA GCTKJTSGAT OCTCCAAAGA CGAAGITGAC 660 

ATTGOGGGGC TCAAAGACCA CIUSftGAGCA GGAAGAGGAC TTATI7CAAA GATTGATA 718 
?o (2) INFORMATION FOR SEQ ID NO: 639: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 730 base pairs 
/5 (B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY : linear 



(Xi) SEDUETtfZE INSCRIPTION: SEQ IDNO:639: 

GATCGCAGAG AGACACAATG TCOCTGTGCC CfiCTITGTCT ATGCTTLATC ATTTATTGAT 60 

TCTTGTGCAG GGGAAAACTG AAQGCCCAAC AGGGAATIGT CAACCATGTT TAAACTTTTC 120 

CATGTGCATG GAGCTCCGTA TGTAGCAATA TATICTCATA GCTAGAGAIC TCACTATATA 180 

TTAGCTTGGC ACATTTATGT CATATCGACG TTOGTITTro TRCACCTTTG TGTCAGGTAG 240 

CAGGGGCCGC ACATAACTAG TTATAAAAAC GATGCCGCCG GAGAACGAGA TCTACTATCT 300 

CICIGAGTAG GCACAGTITC CAACGTATTA GTCCTTAATG AGCAAGCGAA TCATTCAACT 360 

CATACTICIC TCIGCCTTTG CGOGAGCTAA TTACGTGGAG OCCTTCAAAT CAAATCCATA 420 

CATTCXTTGC TCAGA03CAA GCCATTGCCC AAAGGAATGG OCATGCTGCT CGCAATATGG 480 

ACAAT33333 AGTGGGCCGC TATGCATTAG TGGCTGCAAC CCAAAATICT OQCATAGCCC 540 

5S TCAGAGCTGC GTGCCAGTGC CGGCGCTACT ACCGCAATIG GAGATAGTGG CCAGCGATGA 600 
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TAAA33W7IA TAOCTAGAGA TG1XX33GTCA QCCIGCCTTG GTCACAAPGT TCCAGCGCAA 660 

5 GAGCTCGGCG CAGTTCTTTGG AGGTACATCA OGAGGAACAG CAGTATOGTC TCTOGOCATT 720 

AG?OCA33AC 730 

70 (2) ENFUKMATICN FOR SEE) H> N0:640: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 719 base pairs 
'5 (B) TYPE: nucleic acid 

<C) STRANDEENESS: single 
(D) TOPOLOGY: linear 

20 (ii) MXECULE TYPE: ENA (gencmic) 

!vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1430UP 

25 
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(yd) SEQUENCE EESCRIPnON: SEQ ED ND:640: 

GATCGATTTG GTTACCTTGT IGTCCAACCC ACGTACTTCA AGAGATTCCG ACDCAGAGTT 60 

GTAGACAGOG TACCTATICC GAGCGACAAA AGTCGCAAAG CTTOCCTTAT CXTICAACTAT 120 

ATTKJK33CA TCAACAGCAC G3CTAGCCTC T1TKGAAGC AGGCAA?*3AG CATACCTATC 180 

GOCATCCCTG CTACTTX^JT TCACGAGGAG AGAGIL-TIGC GAGGGATTAT AAGAGATGGA 240 

CTIGAACACG TTATATOQCT TrOCAAAGTT TTTEAGAGAA ACAAATGOCA GAGM3GACAC 300 

CTTX7ITTTCA TAGTCAAACA TTIGGACCTC CTTCTCTTIG TTGACAAAGT AAAGCIGGTT 360 

CTGGTICACA GCCACAGGTC GICICTCACG GTCCAGTTTA AAGACCATGA TACCCGAGTC 420 

ATGCGCCGCG OCAAAGAGGT TCACATTAGG GTO03CCCTA ATCGACCAGA A1CTGTCCTG 480 

TTCTLTmG AACTGTTTTA CAGGfiGTGCG CTTGTCTAGA TOCC?CACCC T7ATGGTAGA 540 

ATCCTCGCOG ACK^GATAA TTAObTl'l'lG AAATGGGTGA AATATTACAC TGTCGAGGTT 600 
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GTIDGTATGA CTCT3CACTT (JKX^XTICC CACGCTTIGG TGGAGCTCAT ACGCCACAAC 

TTGAOCTGTC TGTCTTCAGA ACCGGAGACA ATCAAG33CA GAATOGGATG GAACGAAG3 

(2) INFORMATION FOR SBQ ID NO: 641: 

(i) S£CUENCE CHARACTERISTICS: 

(A) LENGTH: 730 base pairs 
{B) TYPE: nucleic acid 

(C) STRWEEUESS; single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: DNA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1431KP 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 641: 
GATCATGTTA TACAGACCTT CAAAGTTGAT ACCAAAACCC TCAATGGACT COZTGACCAT 
ACTTGGTACT TCCTGTTTAG AaXCCTGCG GCACACTIAC TGCCTCTACA AGAAAAAACT 
GTTOCCTCTG AATTGGATCA CCTTTTTTCG GACACTAACC ATITGCAATA CAATOCTATA 
TTGCCTCTAT CAATGGTCTA TTGACCTTGT TGAATCCAAG CTCGAAATCC AGCAAIGTGT 
< a GAGATACTG CX5CATTT03 GTGAGAAATG GGTITTTGCC AAGGAGTGTG CCGTCCTCTT 
TCAAAATATT GGAAATGCGA TACTAGATAT AAGTCTCTCC OGAGGACAGG TAGAAAflCGfT 
TGATAAATTG ACTAGGGAGC TATITGGAGC TAQCAATGAA TACCAAGATA TATTGGACGA 
AAATAACGTA GATATATCCT GGATTGACCT GXTATCTAA TTTCTGAAAC CATTOAGAAC 
CTGTTrAAAC TATTT33CAG TAATTCATAA TGTATTG3TT GTTCCATAGC TGAATTGCTA 
TTGCOGCTAT GGAGTTGCTT ATGCAATACA CGGGTTAGTG GGTGATTGTC GTIX2TTCTTAT 
ACCCAAACTA ACCGAATCCG GTCTTAATCG ACTOCGGTAG AClTiGICAT CCAGTAfGAC 
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O30CCCATTA ATOSTTCTCAA TCTTTAATCG AltAATGfiGA AAIOGfEATAT 720 
GmTGTCflCT 730 
(2) INFORMATION HE SDQ ID NO: 642: 

<i) SBJJENCE CHARACmilSTICS: 

(A) LENGTH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLCGY: linear 

(ii) MOLECULE TYPE: DNA (gencndc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1431UP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 642: 

GATCTCCTCT ACCATCATGA AAGTCTTTTT ATCACG33AA AACCCGTTTC TCAGGCACAT 60 

CTGACGCAGT GCTTCTCGCA CATCAAAGGT CAJGTTCCGA TCCCTTGTGA GOXTTCCAA 120 

CTCCCAGAAC TCCTTX7K5CA GAVHTITAC TGO30OOOOC ACAACTTCTC CCTGCCTCTG 180 

Q33CACATAT TTCTTTAACA CCTCCTTO33 AATCTTAAA3 TCCTTCSCAT TATAGCG&CT 240 

TACGAGACCT TCGAATAAGA ^SAGOCACTT TATATATAOG TTIGACATAT CCaGTTTCAT 300 

CT03CACCCC CGCflDGATCA GCTCQCOGTA GTQCAflGTOCT OXXTTTCTIC T1GAATTCGT 360 

4S AGAQCICGCC CCCG»OGATG AGCCTCGCTG ATCAGAGGTG CCTGTUTTCA GCG/OGCTG 420 

'TC333ATACTC GCX7IUIGTGG CAAGCTCCAC CTTCACCTQC TTT33CAAAGT TCJOVTTTAG 480 

50 GCCCTGCGCA AACOD3TCCA (3TCGAGCGAA GATATO7TIC AOCA3CTCGA GT33GATCGC 540 

CATCTTCTTC AOGTCCAGTG ACACUl'lUJC TTGGCCTA3C T3STGCACTA G33CCOCGCT 600 

55 CTGTGTGAGT 'iUlLLJL'iUCC AGACAGAGTC CAATTOCACT CGCATCAIGC QCATCQCGTG 660 
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722 



CTHZAA032A OTCTC^Cra TCTOTCTO3 CTCAGCOCC -TCTO^XT CTICTCGOCT 
S TC 

(2) INFORMATION FOR SBQ ID NO: 643 ; 

'0 (i> SEQUENCE CHAPACTERI STICS : 

(A) LEK3IH: 724 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEtvESS : single 
16 (D) TOPOLOGY; linear 

(ii) MDLECULE TYPE: ENA (gercmic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1432RP 



25 

(Xi) SEQUENCE DESCRIPTION: SBQ ID NO: 643 : 
GATCCAGGAC TOCO^TGCTT QGTItXGCIC AAGGGAGACT TAGAAATCAG GTGTK333CC 60 
QCATTCTOOS CTOZAGA.TAG AAACGAAGAC AAGATOCCAC OGrTTAXCAA TICCTCAGCC 120 
OCAGAGAAAA AATTOCOGTA C033TOCTIC OCAGTACCAT CCTO3TCAAA GGGTGTGATA 
TCOGAAAATT TATCCTCAGT TATOCTGCAT CCGAQD3CGT GCTTTO3CCC 

GCXXJOCGCGG GCT03COXC OQCQOCAGAC CGCACATG^G AGTGCCGCGC GCTCATCTCA 
ATT03CATGC TGAOCGACGA OSAATTOCIG TOXXXCCGC TATODCAGCT GGCGGCGTOC 

oxccacccc aocdcaggcg gagcgaogag tttgtocigt toocgtaaac caccggtcgc 

GACATGAGCC AOGATIOTGC TCCTGACAOC 033CTCTCCA CATCOGAGQC CTCCCCCGCC 

50 O^ACCID2A CATCACOOGC CVCOOOOCCC GTXGOOXT OCCCATITO OGPCGCEAOC 540 

OSTCTTITGG CACTGCIGGC QD3COCCTTC 03CCGCCCCT CCXXOGTATG CTCTIT3AAA 600 

55 AGTG03333C GCTCTCKLTG AG0^033CG ACXXCTICCG CTOCTCTOX ATOCTPGCTA 660 
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GXTC'IUGCT GAGAACWXA TCTACCTCTC CITXCIGTTT ATT0333CQC iTlTl ' lUU Gfr 720 



AACA 

(2) INPCRMATiaj FDR SEQ ID !*}:644: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEMjTH: 615 base pairs 
<B) TYPE: nucleic acid 

<C> STRANDEENESS: single 
rs (D) TOPOLOGY: linear 

(ii> MDIJTULE TYPE: HJA (genomic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1432UP 



724 



(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 644 : 

GATCCCOJIX: GGCCQ^ICTT CCTCGAACAT CTCCTGTACC OCCCGCAGCG QCT03AACAT 60 

CXXX3DDCACC CCACCCTACT CO0CO3Q3AA GAACTOKJIO TCCACCAOCT C7TTCGTOXG 120 

CCCCKZJTCC QXCOCCQCA TATTCTCCTC CTCCT33TAA GCCTCCIGC? OCAGAGACTC 180 

03CCAACTTC TCGTCCTCGTr ACTCC3CG3C OQ33CG0QCG CTTGCAC33CC CACTQCGT3C 240 

QCCAGCCTGC CTtJTCGCCQC CCT3CTCGAA GTACAGCGAG ATTOXGTTT CCACGTOXC 300 

ACCTOCCATA TCCA03AACT CCCGCQCCAG CTCOGCOICG OCC^CACCOC AGATQ L ' lTltJ 360 

GAATACGCCG ACCTOCTTOT CTGAACTCAT OCTOCTACTT TCT3XCJCTG CCGTOCTGTG 420 

TGGCACACTC AOGAjTTTGT CTOACETTTCT COCT33ZTCC AQ CLTlTIA T fC03303JJT 480 

CXXACACATG OXOXGCCC AAAOXTTAT ACATATACAT OCTACTTACT CCQCCGCTIG 540 

CmacCCCCC CGTCCTCGAA GD3DGTGT0C GTGCCCV3SA AC7K3CAC033 CTGATCOCCG 600 

OXOCTOGQG CO0CG 615 
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(2) INFORMATION FOR SEQ ID NO: 645: 

(i) SEQUENCE aJAR/CTEHISTICS: 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencroic) 



T5 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1433RP 
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(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 645 : 
GATCGATGCG GACCACCGTG OGGAOGA03C CGCAGGTO3A TATGCAGTTT GOGGCGCTGA 
GCGOGCOGAT TTQGAGftQCT CGCX333TCCG CTGGCGTGCC 0GCTTCQ3GC AGXACQGAA 



CCAGCTGAOG OGAGGTGTCT CCCCOT333C TO3CCGTTTG CCCGACAGTG CTO3CCGCC 



so TCQ3AATGCC ACCCGATGAC CTOCTOGTGT ACCTTOTTT TGTCA1CACG ATOCITCGAG 660 



CTGAATGGTT GAAGAATTTC GAGTGAAA 
(2) INFORMATION FOR SEQ ID NO: 646: 



60 



120 



r 180 



240 



GGTAGTK7IG TAQOCCACQC G3CCCGTTAA TCTOQGCCAT TAOGTAGOOG AGCATCTGCA 
03AGCAG033 OGACID3CGC ATCTTCTGTA TTITCAGCAG CTCGCGCTOG ACCTTCTCGT 300 
CTTXCTOOGC CATGTCOGCG CCCAGCOGGT ACTGTTCCTG CAC7TCCAGCG TCIUICACGT 360 
ACCGTGCTAT TTO0OGCTCG TTCAGCACTT CGICATTCTC AGCCACCGGT ATTOCCAGGA 
<XTIQCATAT TOSDGGOOGT TICTGTAGGA GAACGIQGTA GOGCOQGATG ACCTTACGTG 
CTITO3ATO3 TTTGATK50C GOOGTATGTT TGAC03CGCT CTTCCCCCTA ATGCTTCTTC 540 
GCT1CCTOX: CAGCATGTAT GAAAGTTAAA CCGCAGTTAC AGATATQCCC 
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(i) SEQUENCE C'iARACTERISTICS : 

<A) LENGTH: 712 base pairs 
(B) TYPE: nucleic acid 
<C) STPANDEDNESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1433UP 



(3<1) SEQUENCE DESCRIPTION: SEQ ID NO : 64 6 : 

GATCACGGAA CAAQ3CAAGG TCAAGAAGGT TACATTTGAT ATCGAGCCGT ACAAGOCCAT 60 

CAACACTAAG CTATACAAGT GTGACAATAA GTTCCGGACG GAGGTGCTCT CQCA3CTGCT 120 

Q3AGGCTGAC GAGAAGTTCG GGTTCATTGT GATGGATGGT CAGGGGTGTC T1TTCGGTAT 180 

GTIGTOCGGT AACACCCGGA CTGTTCTACA AAAGTTCACT GTGGACTTGC CGAAGAAOCA 240 

CGGTAGAGGT GGTCAATCCG CGGIX3CGTTT COCCCGTTTC AGAGAGGAGA AGAGACACAA 300 

CTATCTOD3C AAGGTCGCTG AC<3TO3CAGT OCAGAACTTC ATCACAAACG ACAAAGTTAA 360 

TGTTAAGGGG CTAATTTTGG CTGGTTCTGC G3ACTTCAAG ACGGACTTGG CEAAGTCTGA 420 

40 ACTGTTIGAC CTGAGGTTGG CAGCCAAGAT TGTGAAGATT GTAGATGTAT CGTACGGTAG 480 

TGAAAATGGT TTCAACCAGG CTATTGAGCT GTCCGCCGAG GCGCT33CCA ACGTTAAGTT 540 

45 CATTCAGGAG AAGAAGTTGC TCACCGAGTA CTTTGATGAA ATTTCCCAGG ATICGGGCAA 600 

ATTCTGCTAC GGTGTTGACG ATACTCTGAA AGCGCTAGAT TO3GTGCGGT GGAGAAATTG 660 

SO ATTGIGTTTG AAAAKTTAGA GATTGTTCCG GTACGTGTTT AAGACTTCTG AA 712 

(2) INPORMATICN FOR SEQ ID NO: 647: 
& U) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 716 base pairs 
<B) TYPE: nucleic acid 
(C) STRfiNDEENESS : single 
(Dl TOPOLOGY: linear 

(iil MOLECULE TYPE: EKA {gencodc) 

(vi! ORIGINAL SOURCE: 

(A) ORGANISM: PAG1434RP 



15 

(yd) SEQUENCE CESCRIPTTON: SEQ ID NO: 647: 
2Q GATCAGATGC TTCTGTGGTC CTAGAGAAGA CTGCTATTCT TAWZCCTTCG TUAAOGAATA 60 

TAGCOGAGGA CGflGTTTGTC GATOCCATAG CCGAACCTCC ATD33CGTCC GTOGAT?*3TA 120 
25 CGCCTTATGT GACCOCGGCG OGCGATTATT 0CTO3GAftGA CAD33333AA CGTTCTGAAC 180 

CTACAATAAC GGAATACAAA ACTOCAATTG AATCACCATC CftCCTTT03C GACGATAACG 240 
30 AGAGTGTATT TCTTGTAACT TCTC03GACC TGCATCCATC GGTGTOCTCT GCCWIOAAA 300 

CATTAACAAC GGAAGAOCTT CAACXXXJTTG CTWOm CCAATATA^C ADCGAGGTGC 360 
35 AGATTCTAAA AQVV3ACGAA GATGAflGTAG AGGATGTTCT AGAATTGGAC TO3CCACCW3 

CATCTCTGTA TGATGGTGAT GTTTTGAAG3 AGGCAGAGAA AAATGAIPGT AOZAATGTTA 
40 TTCCTGATGA TTCCATAGAT ATCGATGAAT ACCTCGATGA AAACTTOGTT AAAAACTTCA 

CATTGGAAAA CGCTCTTTCT TTOGATGAAA TCTTCGACGA TGATAATGTA GTTTTTGGAG 
45 AAGftGAAGCT aCTITGTCGAT CCAGACCTAG AATTOCOGGA ATTAACTGGA ATGGAACAAG 

ATATGGAATC TGACTATCTG CCGCTGATTG AAAATGGTAC GGAGGCTOTT CTACAA 716 
50 (2) INFORMATICS FOR SBQ ID NO: 648: 

(i) SECOENCE CHARACTERISTICS: 

(A) LEN3TH: 715 base pairs 
55 (B) TYPE: nucleic acid 



420 
480 
540 
600 
660 
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(C) STRANDEINESS : single 
<D) TOPOLOGY: linear 

5 

(ii) M3LECULE TYPE: CNA (genomic) 

(vi) ORIGINAL SOURCE: 
10 (A) ORGANISM: PAG1434UP 



'5 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 648: 

GATCAGGTTT TCCCrjTfcXT GAGAWXTCAT CTAAQ3CACA AftG33C*ITTC 03CXSCTGTG 60 

20 COGACQCTTG AGTICCG?CA TACAGGACAA AG2TGTTACG Q033CAACTG GTX3»GCACG 120 

AGOCCCGAG GAGGGATTCT Q03XAAGCG ACGGTGAATT CGAGCC&XT OGTAGCAaGA 180 

GIGCCGGATC GTCTATTTAG TTGCGA0333 CXJTOQ3AACA GGATGCACGT AAACGTTGGG 240 



25 



30 



40 



CTAACACGCG AG3CTGACGC GACGGCP37T ACGCCCATAG C2CGGGAG0G CAAACGACGG 300 
CCOZAGAGAT GTCTTCACCA CT3C3CGGTA GCA^TOCA G333CJ33A?C 360 
CAGACACTK5 AC^CCQSTCC COSTCGCGCC AGTCOGACAC ACACGGTG3A CGflGCTTOXC 420 
GCGCAOCTGG AG03CGGCTG CGAQ3K3GCG TCOGAGCGGA AOC03QCGTA CTCGTATGCG 480 
GKXTCATCG GCGIT3CGAT OZTACAGTCG CAGGAGGGCA AGCIGACCTG T03CAGATAT 540 
ACOTGTGGAT (^TOTrCCTTC TICCCTTACT AC033CTCTC TGACGCQ3SG TOGCAGAAGA 600 
GCATCC333A CAACTTX7!tr, CTGAAOGAAG CGTITCTCAA G33GGGCAAA TCGCTCGATG 660 
CTAAGGGCCA CTICT3GGAG ATCAAGGCAC TGTGAAGG03 CTTCTCCGCG ATGGG 715 
(2) INFCBMAITCN FOR SEQ ID NO:649: 

£0 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 538 base pairs 

(B) TYPE: nucleic acid 
(CJ STRANDECNESS: single 

55 

<D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: LNA (gencroic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1435UP 



<xi) SEDUEMOE DESCRIPTION: SEQ TD NO: 649: 

GATCCGATQC TAOOCGTCGC CCIGCCAAOO OGTKX3CCIA GCGTTGA03C CTAGGTCTGA 60 

AACTGAACAA CTOOTGGCAT T3TO33033G OCAGCAGGCC CIGOCGCGAC CATGCCGCCA 120 

TGGOCGGCGA ATAATACCAC CAGTTGTGAA GCCCAGGTGT CTGTAATCTG CACCGAACAT 180 

CTITATCTAC CAAGGAGGAG CCTTGAAAAT TATATATCTA OXCTCXXCC TAATATATTT 240 

GACCAATKX3 CTCTCCGGAA ACCGAATGAT CGAAGAGGOC ATCAGGGCAG GGGACAGCAC 300 

AGGAAGTGAG GAGTGATCTC GCAGGTACGA TGGAAGCACA GTCTATACAG TCTATTCGGT 360 

OGAAOCAAAG OGIACGGAGC ATC9CGAGCA OGAGOGGAAC CGCAGAGGAG TOGOTAATCT 420 

TTGAAGGGAG CX7ITGAGGAT CGTIT3XCC CCTGAAGGAC GOGAAGGGTT GCAGCCTGTG 480 

TGGTGTCTCC CAGGCAGGGT CTCTGCAOGC OGGGGTATCG GCGACTGG3G GOGumiT 538 
(2) INFORMATION FOR SEQ ID NO: 650: 



(i) SEQUENCE OW^ACTERISTTCS: 

(A) LETCTH: 728 base pairs 

(B) TYPE: nucleic acid 
45 ( c > STRANDECNESS : single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: CMA < genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1436RP 



55 
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(xi) SB7JENCE DESCRIPTION: SEQ ID NO: 650: 

CATCAACCTC GGAAACGTAT TTAAAAQCTT GTACTCGACA TCATTAAGTC TTCTCCTCGT 60 

TTCCTTTOGT AAAGTATWAG CATOCM7TAA AGTAACAACG AAATGCAATG CTCAAAGATC 120 

GTATACCCTA GACGACCTAA ATGOGGTATT TIGATCATCC ATftCTAGCTT GAW3ATCAAT 180 

GAAGTCAATA ATAGTGTTGA CAGACTCAGG GGAGAGTTTG GACTTGATGT ATTCCTCAAA 240 

GCOGTCCAT (XCAOCTTCC TAGCACTAGG AGTAAICTTC AGCGATTCTT TAAACG3AAT 300 

ACTTCTGATA AAATCCTCCA QCTlUTmC CTCGTAAAG3 ATCTCTTACAA AATTAGCAAG 360 

CGGGGTGGTA TCCTTGTTAA TTATGATTCT TCXAACTTCA ATCACCTTGT GGTTGGGGAT 420 

TTTCTTGATA AGCTCACCAA ATADCAT03G AG MT1T11A AATACTTGGA CCATTAGAGT 480 

GAOCAATAGT TCT^TTAATAA TCGCCTTATT TTCAACCATA AGACTGAAAT GCTTCGmU 540 

TGAGATCAAA GTCAAGGCCA AATATTCGGG AACAATATIG TAATCATCGA AGAAACAATC 600 

ATOGAATAAT TGGAACATAG GACTG3AGOC AAACTCCTCT CTTGATAAGA ACAGTTCAAT 660 

ATOiAGCTTC GA.TACCGA.TG TGAGAIATAA CAAGGAGTTC TTTGAGTTTG GGAGTACTTT 720 
AGAGACTT 

(2) INFX33MATION FOR SEQ ID MD: 651: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 713 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOICGY: linear 

(ii) MDLECULE TYPE: DNA (genemic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1436UP 



728 
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(»} SEDUENZE DESCRIPTION: SBQ ID NO: 651 : 

GATOCAGAAG ATIATCCGAC AATATTAGTG ATAICAAGGC ACAGA.TO3CT GCCAACACTA 60 

GAGGTATTCA ATTGCTEAAC CAACTOJITC A OJITI ' IUU G TCTAGGGACT GTTACAAGGT 120 

ACA1GGACGC AATICAGGAA AATOCAOC7TC TTACIGTAAA GAATGTCTTG CGAAAGATTA 180 

CCAKXATTT TO3CAAAACC (JICTATT033 COSAGGATTA TATOSATCAT GGCTCTC7TTA 240 

TAAAACTTAG GGTGGAGCTA AAIGCTAAGG AAGAIAAGTA TATTTTTGAT TTraCGGGGA 300 

CHCTCCACA GOTOCACGGT AACCTCAATG CACCTGTTO TATTACCAAC TCTOCCA3CT 360 

TATACIGCTT ACUl'lUmV GTAGACGAAG ACATTCCGCT CAACCAGGGC TGCCTAAAQC 420 

CCATTACTGT TATTATKXA GAGAGCTCTA TCCTATOSOC GAGCAAGGGT GTOGCGGTAG 480 

TO3GAOGTAA TGTTIA3GACG TCTCAGOGTC TAACIGACGT AATICTCAAA ACITTIAAAG 540 

1CAIGG032A CTCCCAAGGA GACTGCAATA ACTTTACITr TGGGACAGGT GGGAAGGACG 600 

CnCTACCGG TGAATATACT CAGGGTTTTG GATATTATGA AACCATATCT GGCGGGCATC 660 

GTOZAGGTGG AGATOTO3C GTGGICCGGG GT33CATOGA ACACATCCTC TPC 713 
(2) INFORMATION FOR SEQ ID NO: 652 : 



(i) SEQUENCE CHARACTERISTICS: 
40 < A > LEN3IH: 587 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDETKESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: ENA (genomic) 



(vi) ORIGINAL SOURCE: 
50 (A) ORGANISM: PAG1437RP 



55 <xi) SEQUENCE DESCRIPTION: SBQ 3D NO: 652: 
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GATCO0QCGC GAGCTATCGC TICCGC033T CAAGCTOCAC 1CTAGTATOC T0333GAGGA 
CGCCATCAAG GGCGCCATCA AG3ACTACCG CAGCAAGCGC AAGGCGACCG AQCTGCGCTG 

agoxaggcc gc03cagcct gto330e33cc g33333cgcc agccgcagag ggacgiccgc 
g33ccggcga gaq^cgoccg ttttctatgt agcgactcka q2atctaata gacat3jtaa 
tagcttctcg ttttctacctf ttozacacag tatacaaaat tttcacc3zag ctcatcgcca 
cttccacttg ctcaagcgca ogtacxszac caagacctog gctatgtcct cgacttttctt 
tgacgaca'ic ttcacgatcc aogaagtcga ccagggacgg tacaataagg tatogoggat 
tgaggccatc tcc^ostcgc aggacacgtc caagctgacg ct33atgtga acacagaott 
cttcccgctg caaccacaac agcagctaac ggtgatgctg gcgacgacac tcaacctoga 
cggaacggag gacagccacg ggtcctoscg ox*itxi3xc cctgggg 
<2) ineokmation tor seq id no:653: 
(i) sequence characteristics: 

(A) LENGTH: 260 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1437UP 

{xij SEQUENCE DESCRIPTION: SEQ ID NO:653: 
GATCCGGCGG GACCGCTACA ATATTCCCAT ATGTATTAYA GGCAACTTTA TACCCATCIC 
CTAAGTGCAG TACGTACTGT TIGTCAGTCT AGCGTCTCCX; TCGCGGIGAG CCCCGTGTTG 
CG3TCCACCA GCGCGC03AC 03CX32GCCCG G30CCGACGT OCAGC0CO3C CGIC033CCC 
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CCCTGCACCG GQ31UAJJLA GOTTQCGMX; AflCTCGAGCA eZTTTCGTXXT? CGAOCGCACG 
s AACTTCTCCA CGXCACGTC 

(2) INFORMAT1LN FOR SSQ ID NO: 654: 

10 <i) SECUBCE CHARACTERISTICS: 

(A) IfJGIH: 728 base pairs 

(B) TYPE: nucleic acid 

(C) STPANDETHESS: single 
15 (D) TOPOLOGY: linear 

(ii) MDLacULE TYPE: DMA (genomic) 

20 (vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1438RP 
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(xi) SB^JEM-JE EESCRIPTICM: SBQ ID NO: 654: 

GATCTCTTTT TAAO330TCT TACCAATAAC GATACCGCAG CIACATCTG3 AGAATAGTCT 60 

GCATCCCATG CCTOCAAGIT CTTGTGAACA TACTCCTO3G GATCGACCTC GAAGCICTCC 120 

AAOTTOTCrr OXTAGGACA AAGAAQ3033 AAGAIAACAT GTICCAAAAT GGTTGCATAA 180 

TGK333ICAA CTATO330CA AGTAGACTTT TQ3ACCACTG TTTGTTCAAT GAACTCCAAT 240 

ATGTAATATA GtEACTCCTT GCTTAAOCAC AATTCOCCTG C^VCOCCACCT TTCAATCTGC 300 

TGGAAATGCA ACTGCAATAG TTGCGGCAGA AACTGCTCCA CATACAGCAT TTTAAATTCA 360 

GTGTACTCAA ACTITTTGCT GAGAGATTCT GAGGCATAAC GTTGGAATAA TCGATACATG 420 

TTAGCATATG CCCACTTTTT Q3CTOTCACC CATO3ATQ03 CCCOOCTATC ATOGACCGCC 480 

AGCGCCATCA CA1GCTGCGG CAQCTGGCTT TGTATCACAG AAACATGGAA GTTG3CGCAC 540 

C33AATGAAGT TTTCOSACCG TTQGAGAGTG AACOGCAOTT CAXTATATGT CACAAACTTG 600 

TAGATCTTCA QCACAAGCIT CAACATATTC OO^COAXCT CGTTGTQCTT TCCTCGCTGT 660 
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ACT^AAAQCQC CnTTGCGTAG TCCAGCAAGT CT33GAAATA TCTCATCATC AGCATC*rCCA 720 
CCTOCTGA 728 
(2) INB3RMA1TCM FOR SEX) ID NO:655: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 774 base pairs 

(B) TYPE: nucleic acid 

(C) SIKANEEENESS : sixigle 

(D) TOPOLOGY: linear 

<ii) MGUTULE TYPE: ENA (gericndc) 

<vi) ORIGINAL SOJRCE: 

(A) ORGANISM: PAG1438UP 

(xi) SEQUENCE DESCRIPTION: S3Q ID NO: 655 : 

GATCG32AAA CCTAATOCXTT CTCGflDGTAA TCTAATOCAA CACCGACTGT AGAGCPGCCT 60 

GCQGTTCTCC GACAGAAATO AQCTCATCTO OXQCTTCAA GOObTiTlCA G3GCX3CAAAA 120 

CAGGTGGAGC CA3T3CTGAAT TAGAGCTATF TOGTCACCTO TTTGAGTAGT GIOGACTTCC 180 

TTTCAATGIC GIGAACTTTG AAGTAGSTTA TICAACEAGA AAATTTTTCA CCCAGAAGGA 240 

TTXCCTCTAT CAGCGGCCGT GTCTGACGAT GATCTCAACC GCGTAAAGGA CGAGAAGTCG 300 

TAGGTCGAGT CTAATCTACT ATTGGTACIG ATGAACX333A CP3SOCAGCT AACGTOAAGG 360 

CACTCTCTX GGGATCAGGC CCCAOOCCCA OGGCAOGGOC CCTO3GATGA GCACAGGTTG 420 

CCTCGAGACG ATTCGCAICG GCTGACGGGA AOCCAGGITT CCACAOGGTT 03CX3GACICG 480 

CGTCGTCAG3 CTG3AACTGT AGAAG3GTTG TCTTGAGCTC CGCGCACGCC GCACGCTGCC 540 

CMGTAGCTG GCGGOCCGTG TTCATCGOGC ACAQCGGTOG GCTO3CTGTC ACGTGOCATC 600 

GAATA!KJICA CGTCATTACA CGCAGCAGGG CATOGCAGAC AATCCQCAAG CAGCAACAGG 660 
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KXKZXXO? GATG37T03T GTGCGTTTAA GAGTATGTCA O^TT^AGC TO3CTOXCA 
TXrTCTO33TT TACTCGTACC TOIXXGCTTTA TATfiCCCAT? QCCAAAAQGT TTCC 
(2) INFORMATICS FOR SEQ ID NO; 656: 

(il SEQUENCE CHARACTERISTICS: 

(A) LEM7TH: 728 base pairs 

(B) TYPE: nucleic acid 

(C) ffmANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: LNA {gsicmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1439RP 



CTAAGTTACA A^AAATO ACGACXTTCA CACX^CTTTCAA CACCTATCCG TTTTTTGAAA 1 B0 



<rcACAicrc acagtccatg gcaaacgtop g^ccgtc gtcitosaaa ctcacagktt 

CO^CCCACOC ACTGTACTTC TCCTTATICT GATACTTTAG CAACAAAGOC TITTOGTACT 



720 



774 



(xi) SEQUEMZE DESCRIPTION: SEQ ID NO:656: 
30 G«TCCroiTC GA03TXTTGC AAAGTO3TOG TCACOCCGAC CAAC7/ICTCC TCTGTAATAC 60 

CTCTGTACTT CGTTAAGTAG TCCACAATGG CCTCATCTGG CTIGACAAAC TTCJKZATAAA 



120 



240 



40 ^'"^ ^^uwolt: TITT33TACT 300 

CCTCCGATAA Q3TAQ3TGTG TTOGAIOSA TOXJnaciC ATTATOCAAT AACTCA.TCAA 360 

033KarrAG CAAATCAAGT AAAGTCATIT OCTITI^IT CAKTKJTTOC ACCTTK3CGA 420 

TCTICTOCTT TITIGACAAG CCTACATTGA CAAAAGAATT GTATGCAGAA AATAOTGAAT 480 

5o TCTTTCAIOC CGGCt3CTCAT AACQ3CAAGA TACACATTTG CTTOCACATC ToTTCATTTT 54 Q 

CACTAATCGA GTTTAGATGT C<X?TCTRXA A2TID33AAT ATITTTATGA AACAATGAAT 600 

55 CCTVCXXJJ2G ACTGAAGTCC TO33TTAAAA G3CCTGGAGT GAATAAGACG ACCACCTICT 660 
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TCAAAGAGGC CTATTTTCTA TOGTAATCCA GITGGGAGAG TTGTTCGTAT CGTO3AATAT 720 
GTACTGSA 728 
(2) INFORMATION FOR SEQ ID NO: 657: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 694 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: sir>gle 

(D) TOPOLOGY: linear 



<ii) M3LECOLE TYPE: ENA (genomic) 

2 0 <vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1440RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 657; 

GATCTATTCT TCATTCAGCA ATCAACAAGA GCIGGTGAAA CTTGGGCAAG AAGCTGAGCA 60 

AAGC03TAAA TACAACTTGG CATICAATQC ATACTOGATT GCAGGAGATA TCAACAAGGC 120 

CAGGGACGTG CITTCGAAGA GCGGACGOCA TTCCGAGGCT GTGCITCTQ3 CATCCACATA 180 

CACCTCAGAC AATGACGCCA TCAACGCTOC TGTAGAAAAA TGGAAGGAAC AACTGAACTC 240 

AGCIOGAAGA GTAICTATCG CAGAAAGAAT TATACTTTCC GGAGAAGACG ACITOCCIGC 300 

AGtTTOTCCAG ACTTTOGTCG AAAT33ATGA CGGATCAGAG TCCQCCTCTA AATAAACTAT 360 

AATTTTAAAG ATAACAGCAG GAATAAATTA ATTAOCACGA AGGAAATTTG TATGTACATT 420 

CTAACTAGAC CCAATT37TAG AATTTCATTG CGTAAACACG QCAACCTTAT CAATATCTTT 480 

CTX7ITTGTCC AG1COGACAA AGTAAAGTTC TTTG3ATTCA GATCGGCATG (7ITCCGGCTT 540 

AAAACGCCGC ACTTTOSIGA ATACCTITCG CAGACQXOT TCTAATAGCT GGTCirCCTT 600 

GCCAGTCTAT AACTTOCAAA CGAATGAGCC ACCGGGCCTC AACAATOSAA TT02ACATAG 660 
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C**2TGCTGCG TTCACACAAG TCCATCGACA 694 

5 (2) INFORMATION FOR SEQ ID NO:658: 

(i) CHARACTERISTICS: 

(A) LENGTH: "712 base pairs 
io (B) TYPE: nucleic acid 

(C) STRANDELNESS : single 

(D) TOPOLOGY: linear 

15 (ii) MDLECULE TYPE: ENA Cgencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1440UP 

20 



25 



30 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO:658: 

GATOCTACAG AAATAATCCA GTACAAGGTA OOTCTAATCT ACTGTGTTAA CATGGAAAAC 60 

ATTTCGCCTT TAGCCTTTTT CTITTCACCG AAAAGGTAAC GTGTICGAAA CATATATCAC 120 

Q33TXCGAAA CTGACTAAGG TTOOTCATGC OTAAACCAGA TAGGCAGCAA TGGCAAGOGG 180 

CTTGAGGTGG TACCAGAAAA GOTGOCACCT CCTCCTGCGT QCTT7£TCTC GCAAACGGTG 240 

TATACTATTA GTGTTGGAGT ATITATTGCT TATTAAATAA OCGAATTGTG GGCCTAGAAG 300 

TGGCGATTAT CACTGAGCAG CAGCQGCTGG CAGCOCAGAC TGOTOGCGAA GCCGAGCACG 360 

TQCGTITGAG- GCAGCGTTTA GACCTOCAGC CGTGACCATC AAAOCCTOGC CGCGGAGGAC 420 

45 GAGTATGAGG GCTAGCTCGA C<333CATCAA CtAGCTTCTTC GATATCCCGC AGACCTTGCT 480 

GAAATACTCG TOQG?GTGCA CCGIGTCTTC CACAATCTTG GITGAGACAC GTATCAAQGC 540 

50 CACTATGAAG CGATGCACAT ACCICTCGGC GATGGGCCAG CC<yvTCTGCA CCGGACOGGT 600 

TTCCGAAGGA G3CCATTTTA GCC7IGAOGCG GAGIAACAAG CAGC0CCO33 TCTGGTAGAC 660 

55 TATGGGCGCA AACATGCATT TGGGGTTGAT COCGTCTAGG TACTGOGTAT AC 712 
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(2) INFORMATION FOR SEQ ID NO:659: 

5 (i) SFJ3UENCE CHARACTERISTICS: 

(A) LENGTH: 712 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDLTNESS : Single 
ro <D) TOPOLOGY: linear 

(ii) MXBCULE TYPE: CNA (gerxmic) 

r5 (vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1441RP 



20 



25 



30 



35 



40 



45 



SO 



55 



<xi) SEQUENCE DE3CRIPTICN. SEQ ID NO: 659 : 

GATCGITAAT ICTAGCAAGC GACGACOGA GAT5GTCTAC CAAGGCCGTC TACGACfiGAG 60 

CACGCAAGCA GTCOGTCOCC AGGA3CAW3C COCCGAQGAC AGACCACAAG CACACTIGCC 120 

GCGTCIGACC AAGGCCCTCA CTACCCGATC CTTSGSGCCA ATOCTIATCC CGAAGTTACG 180 

GATCTATTTT GCCGACTTCC CTIATCTACA TTATICTATC AACTAGAGGC TGTTCACCTT 240 

GGAGADCTGC TGGGGTTATC AGTACGACCT GOCATGAAAA CTATTCCTTC CTCTGGATIT 300 

TCAAG33XG TCGTAA3CGC A009GACCCA GCATAGATGC TOXCTCTTC CAGCCATAAG 360 

AOXCATCIC CQGATAAAGC AAITOCGGGG TGATAAGCTG TTAAGAW3AA AAGATAACTC 420 

CTOCCAGGOC TCACGCCGAC OICTCCACW: TCACTTACGT TQCCGTGAAG AATCCATATC 480 

CAGGTTCCOG AATATTAACC GGATTCCCTT TOGATO3KX3 CCK3GAAAAT CAOGCCTTTG 540 

AAACGGACTT COCCATCTCT TAGGATCGAC TAACCCACGT CCAACTXTC TTGACGTGGA 600 

ACCTTTCCCC ACTTCAGTCT TCAAAGTTCT CATTTGAATA TTTGCTACIA CCACCAPGAT 660 

CTOCACTAGA OGCCGTICGA CCCAGCTTTA CAGCCTAGGG LTIUJIUCT GA 712 
(2) INFORMATION FOR SEQ ID NO: 660: 
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(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEH^ESS : single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: ENA (genomic* 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1441UP 



(3d) SEQUENCE DESCRIPTION: SEQ 3D NO:660: 

GATOCAACGG AAOCTTTCCT TCTO3CTAAC CTAGGGTACT 7GTACTCTSG GCGAACCAGG 60 

ACTTTTACTT TGAAAAAATT AGAGTGTTCA AAGCAGGCGC AAGCTCGAAT ATATTAGCAT 120 

CGAATAATOG AATAGGACGT TTGGTTCTAT TTTGTTGGTT TCTAGG^CCA TCGTAATGAT 180 

TAATAGGGAC GGTCGGGGGC ATCAGTATTC AATIGTCAGA GGTGAAATTC TTGGATTTAT 240 

TGAAGACTAA CTACTGCGAA AGCATTTGCC AAGGACGTTT TCATTAATCA AGAACGAAAG 300 

TTAGGGGATC GAAGATGATC AGATACGGTC GTAGTCTTAA CCATAAACTA TGCGGACTAG 360 

03ATC033TC CTXSTTTTCTT ATGACCCACT COCXaCCTm CGAAAAATCA AAGTCTTTGG 420 

GTTCTGGGGG GAGTATGGTC GCAAGGCTGA AACTTAAAGG AATTGACGGA AGCGCACCAC 480 

CAOSACTOGA GCCTOCOGCT TAATTTGACT CAACACGGGG AAACTCACCA GGTGCAGACA 540 
CAATAAGGAT TGACAGATTC AGAGCTCTTT CITGATTTTG TQ3GTGGTGG TGCATO3CCG 
■riwtCfTTB GTGGAGTGAT TTGTCTGCTT AATTGGGATA ACGAACGAGA CCTTAACCTA 

CTAAATAGTG CTCCTAGCAT 1TGCTGGTTC CGCACTTCTT AGAAGGACTA TCGGTTTC 718 
(2) INFCPMATTGN FOR SEQ ID NO: 661: 



(i) SEQUENCE CHARACTERISTICS: 
55 (A) LENGTH: 722 base pairs 



600 
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(B) TYPE: nucleic acid 

(C) SlTFiANDEEMESS: sixjgle 
(D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genome) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: RAG1442RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 661: 

GATCAATTGC GTCTTCATCC GATGAGACAT TTTGAAAATT GTTOGAATAT T333CAACAT 60 

CAGOGTATG3 TAACACCTCC GGTTCTAAAC TTCTAATCGG TA3XTCGTC GCGCGTGTAA 120 

CQCATOSATC ATCAATQGAC GGTGCI0333 GCGATCTAGA CACGDCCGAA TIGGG3CTTG 180 

GTGTGAGGTT TTCGTCCGGA CITCICACTT TA1CAG3TAT GACTATCACT TGATGATTCA 240 

TTPGATTCCG TGTATOCACA ACATGGACGT GGCTTIGGTC TTCCGAGATA AATAGTAQGT 300 

CATCAAAOGA GOOQCTAAAC TTGCACACCC TAAAG3ACCC GTTCT3It3CA TCJICTTOGAG 360 

TIGAAGGTAT CTCCGCAAGA GGCGTGTCCA TI'l'l'lCTCAT ATCGTACACC AGACSGAGGC 420 

CGTTTTG3AA TATOGTAGCC ATGTGCACGT OLrTITKIJCT ATAOCITGTG TAAAAGCCGT 480 

TATCACCACC AGOOGAATCG TAAATACGAT CTAGGACTTC GGATCTATOS ACCG03GCAT 540 

ACCTTOGAAC GCACTTIGTG CGCGACCATT TTGAACCCCA CTCAGGAGCG GCGTCATATT 600 

GTAATGAAAA ACAACCGCTT AGTTCATCIG TCTATAGACC GCAAACTIGC TO3AAICICC 660 

CGAAACCACC ATCGTCTTCC CATCGTGTGA TATIGOQGAG CAGTTEAAAG CAAAT3TTAA 720 

GT 722 
(2) INFORMATION FOR SEQ ID NO: 662: 



(i) SEQUENCE CHARACTERISTICS: 
55 {A) LENGTH: 720 base paixs 
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(B> TYPE: nucleic acid 

(C) STRANDECNESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 




10 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1442UP 




1S 


(xi) SEQUENCE DESCRIPTION: SEQ ID NO:662: 




20 


GATCAAGGCT GGGAAGTTOG CGTTGACTGG CTTGGCCTGC QCAGGCTCTC TGTIGCCGCT 
Lav * w **-' 1 ' ^iwnUXJX OCTTCCOJUL' 'ILTITICTTC TCTCTCTGGT CQCGAGACTT 


60 
120 


25 


AGGAGCAAAG GACTOGGTGC CATCAAACTC TAGGAACTGC TIGGOCTTCA AtTTOCTTCGT 
CTTGAc^^ •riGAU-'riUJ TAGCCTCCAT GAAGACCTCC TGCTTCTTAA CGAACAACTC 


180 
240 


30 


A33GTOGT03 AALTIC'IOSA OCTITICIUX GACAGOGGCC TTCITCAG3T OGGflGTTCIG 
CTOCTCCAAG TACQCCTCCA AQGTGA033C AGCItGCAGTG GCCTGCTOCT CCTO33CAGC 


300 
360 


3S 


OICGQCGGCC AACTCCGCCT CGGCAACAGC GGCACCAGCC TCCTCATCGG CCTGCTCCTT 


420 




Cl^ii^lli, CTXCACGCCT GCTTGATCTT CTTGGCAGAG TCAGTCTTOC CaGTTCTCGA 


480 


40 


CTGGCGGICA /v^iv.-rri^ 'I^TCTCETT GGCTGGCTTG OCTGGCQCAA GAGOGTCCTT 


540 




QSftUviurrc TOCGAACGGC OGGCCTCETT GTCICTCAAC GCAGCCTCGT TOCOGGTTCG 


600 


46 


CTTTGGTCl^ riuri^TlUJ CALUOGATOS GTCGGCAGAT GGAGGfiQGCA CGTOOGCCTT 


660 




CTTT3GAAGAG GIQGTCTTCT TCACA^GCTC CTTTGGAGGA GACftCAACAA CG3TGGCGTC 


720 


SO 


(2) INF1DRMATION FOR SEQ H) NO: 663: 




55 


(i) SECUE2JCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: EMA (genarac) 

fvi) ORIGIIPJ-. SCONCE: 

(A) ORGANISM: PAG1443RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID N3:663: 

GATCTAT3CG GTOCTGTGCG OJK3CATCGA OCAGCACAAG AOCTTOGAAT TCGATAGCGG 60 

GAGCTICTTC TITCAGTACG TCGAAGGCAT CEACTCGTAC AOGACTOCGA OCCTK7rT3C 120 

G33CTATCTC 033ACGCACT OCGTGCCGAC G3CCAGCCAG TA03CCAAG3 TXTTCCTAGA 180 

CCGCGCODCC TCQCCACGTC AG3CCGAG3T GCTGCT3CTG G3CATACTTG CGGATGCCGA 240 

CGOCATOCAG CO3CTAGT0C AGGAGTGCAA AACGAGTGGA Q033TG2CAT CTOCGAGCTT 300 

CTCGCITCTC ACAGAGTGCC TCGACATATA CCTGDIGTAT GTGAACGATA CCGTiTitJCT 360 

G333CCCAAG AGCAACITCC CGCTTGAAGA TCTCGT3GTG TTTTGCAACT TGGTOCGTGA 420 

OOCGATATCT CAGGJCTTIGC GTOCTGAGCA TGATEATGAG GTGAACAAGA TOCGCCOCQC 480 

OCTCTCCITA CTCCAAAAGC TGTATATTAG GGATAGAAGG ACCAATITCC TCTOCGCGGC 540 

CAAG0303AC GACTTCT0O3 TCATTOCOGA TACCA003TG AAAAACTGCG ACA1TACATC 600 

TCICCTICTT TACTTTGATG AGTTCEACAG ASAACAGTTG GATITGITCC TGGOOCAGGG 660 

CCGTOCTCQ3 CACGAGGTCC CAGC03CGAT CTCGTAGCGT Q3GAAAACGA TATAAA 716 
(2) INFORMATION FOR SEQ ID NO: 664: 

50 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
55 (D) TOPOLOGY: linear 
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(ii> MDLECULE TYPE: CNA (genomic) 

(vi ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1443UP 



(xi) SEOUEf^ZE DESCRIPTION : SEQ ID NO:664: 

CtfSmXCAT TTACATCTGA CATGTAACCG QJKJJL'IU L U TAGGTAGGGT CTTCAAIGTA 60 

AACTGGTCGC AC^TCGAAGT TCJ33C7EAGTA CTAAATK3GA ACOD03GT3G 120 

AGATGGCCAT CGTGAAG3TG TTCCACAAAA CTATTCGTTT CACCCTCGGA TACTICATCT 180 

TCATAACTCC TITCTAACAA TACATCTOQG TCATAGTCTT 03IA03CTO3 TGGAOGCAGC 240 

TTCAiaXXJT TCAOCTTTOC ATA3XXXXZAT TICTITACGT TTGCTTCAAT GTAGACGAAT 300 

Q3GTAGGTCC OGAAATTAAC GTGXATCTTG CATQGGACAT TGGCACCAAC AATCQ32TAA 360 

30 ACATACTTAA TTTTCCAGCC CTTTAIGTO3 OCACCAATGC STITCTC ft .Tr TAACTTCTTG 420 

CCATTGOGCG TGAAGAAAAC TGTGOCGCTC CGAGTTCTGT AGCXAATCCC GATGACGTQG 480 

35 OXTTrrCGC AGCGGGGGAA TAGTGAAGAG AGTTCCTGCG G3AGCTTAAA aSAGTTGTTT 540 

AACCTACGTC CTCCATTAGA GTCATATOCA ACTCAGTGAT GGTGTCTGCC COTAGOCTA 600 

40 AAATAG33AT AOGGCGATCT AGCAAGACCA AAQGAAACTA TTTOGITTTC TGAGAGATQG 660 

CTGAO0333C COCCTAGCCT GTCACAGAGT CGAAGATCTT GCACTCGAAG T 711 

45 (2) INFORMATION FOR SEQ ID NO:665: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 736 base pairs 
£0 (B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

55 (ii) MOLECULE TYPE: ENA. (gencmic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1444RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO:665: 

GATCTXTITT TATPOJTTCA CGAAGGGACT CTGGACQCGG ACCC1GCTGA AGTGTGCCAA 60 

CATOCTGTAC TTCGTGQCCG TGATGCATTT CTADGACGftC TAOGWXACG CQCCGGTACT 120 

GAAGAACATT Q33TACTCGA. TCITTAITCT GAGCATTG33 ATGAATCAGG CACTOCATCA 180 

CGG3333CGG CTATTCAG33 GGCGACGCCG GOGGOGGTCC TGGTGGIGGC QG?TCCGACAC 240 

ATTTGTGCTG CAGOCCOCAC TATATATCAG CCAGTTCTAC CTGCTGCTAC TGAATGTACA 300 

GAACCCGAGC TTTCATTCGA CGCOGAAOCT TGACATAAIT AATGGCACGG TOCTGGTGO^ 360 

CTACGTOCCC CTGGCGCTTC ACTGC7TTCG TCGOCAGCTG AOGAGCTAAG TCACTCQ3GC 420 

AGGW3CTOCT CCGTGAGCTC GIGTGCTATG CGTOCGGCGT AITCGICAGC GQCATGAACA 480 

TCIGTIATCT CTAAATAGCG TTCTCTAGCT TGCTTAATCC TGGTTACCAC ACTGTCGAG2 540 

GGTATATCTG CCTGCAAGOG ATCCAGCTCT QCGAAGGCTG CAGCG3TCGA CGCGTGCATA 600 

COCAGCATftC GCTG3CTCCA G3GGATGGAT ATCCAGCAQC TO333CftCAC TTCO03CCCC 660 

TGCTGTrCCC CCAGCTCGTT TCKXXGCGC T03D3CCATC TGAGAAGCGC ACGTOGTGCA 720 

CTTCGAGGGC ACGCTC 736 
(2) INFORMATION FOR SEQ ID NO: 666: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 709 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 
(D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (genomic) 
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<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1444UP 



(xi) SEQUEMZE DESCRIPTION: SEQ ID NO: 666: 
GATCCAAATA CATCOGGTAT ATATGCTACT TGTGCCAGAA GACATCAAAA O^AGCATCA 60 
AGGGAGCTAA TGAGCATTCT ACAGGAAAAG GCGGAAGAAT ACTAQTTTGA TGAACTCAAA 120 
CCTATCGCAG AGACTGAACT CTTGAGOGAC AAAGAAGAIG AAGAAGAACT ATCTGTGGAA 180 
GAGCAGGTOC AGAAAGAGCT AGAGCAATIG AAGAAAGGCA GIGGTCCTCT Q3VTACCAAA 240 
AAGAAAGCGG TCCTGCAAGA GATTGAGTIG GGATGTGAAT GTAIGGTCTT CAIGAAGACT 300 
AGAAGACCAA TCAAGCCGGA ATGCTTTGTC AAACGCCTAG TACAGGAACT TGCATCGTCA 360 
GAAAATACTA CCAAGGTITC GOGGTACGTC CAGAGATTGA CACCCATCAC TGATTCCTGC 420 
30 AATGCTAGTC TAACAGAATT GGAAAAACTC TGCAGAAGGG TOCTTGCTCC TCATITCCAT 480 

ACIGACAAAG AGATAAAGTA CAAGTTOGCG GTCGAGGTGG TAAAACGTAA CTTCAACAOG 540 
35 ATAGACAAAA TGGATATCAT TAAACTHTIG GCGAAGGAGG TOGGTAAGAG TGGGGATTGG 

G33CACTCTG TGGACCTAAA GGACTACGAC AAGCTGGTCA TCGTOCAGTC CTATAAGAAC 
40 AATA1CQGCA T3TCTGT33T GGACAAGGAT TACTGTCIGG CIGTEAAAA 

(2) INFORMATION FOR SEQ ID NO: 667: 

45 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 717 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
50 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

55 (vi) ORIGINAL SOURCE : 



600 
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709 
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<A) ORGANISM: PAG1445RP 

5 

(3d) SEQUENCE DESCRIPTION; SEQ ID NO:667: 

'0 GATCATCTIC CGAACATACT CGAGQGAGTT 0GD3TF03OG AAGTTCTTGT ATrariOCAT 60 

GTAGTGGAAT TGCTOGTAAT CGICTGTAAA TAGAAAATTC GGGTCAATCA TGTIGTCCCC 120 

GTK33ACGCG CCOGAAATGA ACATGAACGG TO3CAGCCCG TAGCGCACCT TUTGGCCCCG 180 

GCACGCGCGC AGAA703CAT OCTTGGTOCG CAAAATATCG CTCTACGCGA CCGGCATCTT 240 

CT^TTCTTCG ATOOGCTCCA ACAOCGCCAT CTTCAACAAC TCGCGCCCAT AGCTCATCTC 300 

CAICTCCCGC GAGAGGAGAT TCTAGT3COC CTGCGGOGGC CGACTOJIGC CCGACTGCTC 360 

CGAACGCAGC AACGICGACG T3CEA.TTCAA GCTAGTGTTT GAAAAGTOCA CATGC7ICGTC 420 

ATAOGAGGAA CAGCIGAOCG OCATOTCGGT CACQOTGAGA AGGTACIGTT CTTCCCGCGT 480 

GTACAAAGAC CCOXCTTCT AIGTCGAOZC TCTO^IGCAT TO^ATIGGIG TCGCCATTGC 540 

TCTOXGCAG CCTGATACAC T03DCGTCGA AATACTACCG CACCACCGCA CGAACGACCT 600 

TimaccATT cTrrrasTiT ataaaaccog aciacgcata tatttcatcc TGCICTOGCA 660 

TCTCCCGATG cmroCTCOG TGTGACATAG CTGCTEATTC ATCCTGGGCG TICATTT 717 
(2) INFORMATION FOR SEQ ID NO: 668 : 



?5 



£■0 



2-5 



30 



3S 



40 



(i) SEQUENCE CHARACTERISTICS: 
45 (A) LENGTH: 717 base pairs 

(B) TYPE: nucleic acid 
(C> STRANDEENESS : single 
(D) TOPOLOGY: linear 



so 



(ii) MOLECULE TYPE: ENA (genomic) 



<vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1445UP 



933 



EP 0 866 129 A2 



(xi) SEQUENCE EESCRJFTICN: SEQ ZD MD:668: 



CQ3TAAGAGC 
CQTTACGAAA 
GAACAAGAAA 
ACTTO3TTTT 
CTCCTOGCTCA 
GTTIAACACT 

TT33AA03A.TA 
CAC<7ICGAGG 
AAAGACTCTC 
CCAACGTAAG 



CAGSAGGAAG 
ACraZTAGTA 
AKCGGAACCA 
A03333GCTT 
TTAATOXTC 

TGTTCAATrTC 
CCAATCA^CC 
TTTT3AGGCA 
AAGCGCTCGA. 
TGAACTOGAG 
ACAAICGCAG 



aatcgagcaa 
aacgiccagc 
cctcccggat 

033CAGAATA 
COIAICTCAG 

TAAAGODGCT 
GAAGTICCAA 
OCATO3KJK: 
GGAAGTGCTA 
GACTGGAAGA 
AAATCCAGAA 



TAAAGTIGAC 
CAAAACTAGG 
aXCAAGACT 
GWZTACI03T 
AC1UL.TAAAG 
GTGAAAAAAA 
O^ATCAAGG 
ATACAAGTTG 
ATCCCAGAAC 
CN3AGACCAC 
TGAAGftAGAT 
GCAACAAAGA 



qccgcttcga 
aaccctaagg 

UL'iUL'iTlUC 
AAACGTAAGT 

GATCPOZAAC 
CATATTACCA 
A2GAAACAGA 

GGCCMXrrit: 

ACGAGAATAG 
CATGAAXTTT 
AGCGCAAGTA 



GCTCTAATAG 
CTCACACTOC 
AGGGGCTCCT 
AATAGTATAA 
TAGGTGTGGC 
CT7IGAAAAAC 
TIGTGGAGCC 
GGATACAGAG 
ACCGACCGCA 
ATEAGAGAAC 
TCGAGTTTTA 
TO3GGAC 



(2) INFORMATION FOR SEQ ID NO: 669: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 775 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYRE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1446RP 
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(xi) sequence description: seq id no:669: 

gatctgcagg ctoctacgga ggaacujbtl' tccgaggttg ctogcctgag taaagacgca 60 

aactttccta qcatittcgc gcaggagcta cagaagctta ctggtgagcc ccatatag3c 120 

ggcaaggtgg atgatataac gtgaaggtag actagtagat tgcacatatg 180 

tagaattact aatatcattc gaatttck33 citaagacaa tgttcttaat coxtctctc 240 

tcgctcttca aocicigcic gccttctagt acctcatgaa caaacttgac gtcggtcggc 300 

aggcatato3 g333gagttg agtccgcttt cctgattt3t tgagaaacgt aaagggcacc 360 

ttacc03ctt cgacttttga tgacagattg ctgttcacct gtgtigctg3t cccagakxa 420 

aogataggaa tgttgttca.t q33gattttc tcaticttgc gggattctaa agmtgttgc 480 

25 atcacagctt ggtacatctt ttccatttca tctktoctc ttxgctcctc ctxxgacttt 540 

aqctitcttt ogtattcttc gtttatcttt ttgcq^tcta GATCTCTGTC AATAGTAAAC 600 

30 ACGTCTGTGT CGTCGTCAGT ATCTTCTTCA CTTICACTGC TTGACGGGGA ATCACTATCG 660 

TOGICATCCT CAHZGOTATC TTCCTCTGAT AAGTGCTATT AACETCTTCT TGTTCTACCT 720 

35 CGCTGGAGTC GGCACIGTCT CCACTACTAG ACTCGTAGOC ACTATCTTCG TCCTC 775 

(2) INFORMATION FOR SEQ ID NO: 670: 

40 (i) SEQUENCE CHARACTERISTICS: 

<A) LENGTH: 631 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS : SiJKjle 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1446UP 

55 
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(xi) SECtENCE DESCRIPTION: SEQ ID NO: 670: 

GATCAATTAC ACTAOTAQCA ATCTACTTTT CAACAATCTC ACTGTCCGCG ACGTTAAACT 60 

CTACCGTGAA CAGCTGATCG TACTCAAAGA QCAGAGGTIT ATAGTGGAQG GCATGCTCGA 120 

GAAQ3CCAAG AAACAGCGGC GTTrTGAAGA GGTLAATACG TTAAAGGAAA ATACCAAAGA 180 

GCTAGACAAT CATATAGOX AGCTCGAAGA AACCCEAGOC GACCAGGGTT TKJTITAGTA 240 

TCTAGCATOG AG'l'l'i'i'rjQC TTAACTATAA TTAC7XJTC3TA GATGCCGCAG ATAGCATGIC 300 

GTAGCATAAT TGCGAATTTT CACCAACAXG AAAAAGTGTA TCIGTATAAG CCATCCAGTG 360 

AACTCCTAAC ATGCTGATGA GGTTrTAAGT AAAGATATCA CTAQCAATGA ACGTAAGTOC 420 

AGriTITTCAG CTTTATCTTX TCTGTAGAAC ATAATATTAA CGACAGGGGC ATAGGATGAA 480 

AGAAGACAOC: AGirATTTGA GCTGAACAGT GAAGCCTGGT CTOAATIGA TOCGTTCCCG 540 

AATAAAACCA GCAAGCTIGA CTCAAGCATC AAGAGAAACA CAG33ITEAT CAAAAAGCTG 600 

AAACAGCGTA TCACGAAAGA CTOGAAAGA.T C g 31 
(2) INFORMATION FOR SEQ ID NO: 671: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTIH: 703 base pairs 

(B) TYPE: nucleic acid 
40 (C) STRANDELNESS : single 

(D) TOPOLOGY: linear 



55 



(ii) MDLB2ULE TYPE: EMA (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1447RP 



(xi) SECUEMZE DESCRIPTION: SEQ ID NO: 671 : 
GATCCAGGAT GATGAATTTG ACGAGGAGGG GGGTGCAGAA GAGAATGACG ACTACTCACG 



60 
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GTTTAAAAGA TCCTGCATGT CCTCCCACGT CXXX33CGTTG TAGTACGCAT ACOXnCGTG 



120 



CTACQCGCCG TGCCtCATCG CCG333CCAT G3QCGCG33C CCATQOGCCC ACCCCGTGGC 180 



GTACATCTCG TACATCCGQC CCCGCGACQ2 GTOOGAAAGC AQ2Q2GTAGG CK7TOGTTAAC 240 



JO 



CAGCTTGAAG GTTCGTOCKT ACCCAOXCC TCnTTGQCAG CCCCOXXX7T 300 



GTCCQ33TO3 TACAGCTTCG CC^X*ICCT3 GTSCCQTrrC TTTAGCTOCC OTOOATCGAC 360 



15 



OC033TCrrc ACCAGTCCCA GIACCTCGTA Q3303TCQ3C TQCTTGCCCT G33GO^ACCA 



420 



TAGCCtTJCCC TGCCAOCCGC- CGACGGTGCT AGOGC3CCGC ACCGTACICC GACX7TGACGC 480 



TGTAAGCGAG ACCGCCAACG TGCGCCAG'IC CTGAGCAGTC CAGTCGGACG C2ACAACATA 540 



ACACTTAAGC TCCTAGTTAA 03CTTKJXG ATOSAGAICT TCJICGGTOCA TGCACATATC 600 



25 



CAOGAODCCG CTCCGCCTCC GCTCX5ACTGC TO3TCGTXXA G3CTCCAGTT GOOGCGCTTA 660 



GCCATATCGG CGAAAAAATA AAGTCCTGCT CGAG3CGCGA TGA 



703 



30 



(2) INFORMATION FCR S£Q ID NO:672: 



35 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 684 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



40 



<ii) MOLECULE TYPE: DMA {genomic) 



45 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1447UP 



50 



<xx) SEQUENCE DESCRIPTION: SEQ ID NO: 672: 



C^TCCAGCAG ACGCICCGGC TGQCTC7TTG5 AGATGCACTG OCTCTTCOCG GCCGAGTG3C; 



60 



GGCAACGCGC OCQCCGGCOC AGACOCOCCC OC03TQ3CGC CGTGC033TA CATCCOCACC 120 
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MXHTCTGCA qctcaaacTC TCTTXTGT TCITCTTXG CITCOGCTIC 180 

T*7ITGTAGe CaX&TKTTT CTIGCCGTGC TCCTQCTTCCT OOJ^X^ CTK7KGIGC 
CACTCCnCT TCTOTKXQ: OGTCAGTTTT TTGCACTGGT AGCTT^TGAT CITCCTCAOT 
TO3CAGTTGT GCGGGATGTC CTGQCCGGAC TQCTrcCATT AGTCTGTCK3 0«XTICIt3C 

CS^ACAGGAT GAAOGCGITG OXGO0CGCG GGATGIGCTG 
TAACCAGOGC GCOTCXXOS CCCTCG0333 0G1O3CCGTC CIU7KX3XC ATGCIOGTOC 

AA3-CAACAA CTGOOGOGGC T3CrGG03CT GGTGTACGAT CCGTGTGATG 

GTCAGCTTCT GCTOCAATCA CAGA 
(2) INFORMATION FOR ZD NO; 673: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEFCIH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LECULE TYPE: Em (gencndc) 

<vi> ORIGINAL SOURCE; 

(A) ORGANISM: PAG1448RP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 673: 
so GATCGGCTAC GTATACAACG ACATATIGCT ACGTATGGAA TGTGATGTGA CAACATGCAA 

GATK7K ^ AACA«XXXA AGTOTrTTAG TGGIAAAATC CATOGTTGCC ATCGAT33QC 
55 CCCTOGTTCG ATIG0333CT TGCGCATATT TTTCACAACA TGCACACACT CTKJTGGdAT 



240 

300 

360 

420 

480 

540 

600 

660 

684 
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QGAGACGGAG TCCACTACGA GCATOCTTCAT TTTTCTICTAT AATTT&CAAG CATAOTGTAA 240 

5 CTATTGTGTC ATTGATCTAA ATGTCGAGTC GATAGAATCC TTCAXTOCT TCTCAGCEAAT 300 

GATAATGCftG TICATCTCCT COC3TD3TCAC CAAGATEAIC TTnOGATA CGODGGTGTC 360 

to GAGTTKJTKT AGSCACCGGA GTACGTG33T GfiGjKXMC ACGGATHUL CGITCTCGTC 420 

CACCTGGTGG AACACGTAAT CGTAGAACAG AATGATGGGG AACTIGTCCC CCGCCTCAGA 480 

15 GCAGTGGATG TCCATGCTGG ATTCCATCCT ACCAAAGATG AAATITAGCT TCCACATCAG 540 

CCTGAAGAGC CTGCCATTCT CXAACTCCCG CGACAAGTGC T3CTO3ATGT TCTCCGAGTA 600 

20 CCTCTOCGAC GAACTCATEA TGTCTAACAT CTTGIGGCTG AACAGGOCGG TCAACTCCGC 660 

AATO3TCTK: TICTCGTCCG ACAAAAGGTA CCOCAGCACC CGCTIGAACA GCGQGTCG 718 

25 (2) INFCKMATICN FOR SEQ ID NO:674: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEN3TH: 724 base pairs 
30 (B) TYPE: nucleic acid 

(C) STRANDETKESS: single 

(D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: IXJA (gencmic) 

(vi) ORIGINftL SOURCE: 

(A) ORGANISM: PAG1448UP 



(xi» SEQUENCE DESCRIPTION: SEQ ID NO: 674: 

GATCTCOXA CCGCT03CAT CCCCAGCGCC GCAGGCGCCG CC03CGCGCG QGCGGCCGCG 60 

OOCACTOCOC CACAATCCIG TCCCATAGCC CTCAACATCC CAACTAGCTA GTCACCTT3T 120 

GCAATCGGTC TACCGATGGT GTGTOCGGCG GGGACAAAGC CGTGGTGAAA 03GACACTTT 180 

TCAAAATGGG CTGATCTGCA GCAGTACACG ACCGATGAGC TGCCCGCACG GCGACAGCAG 240 



939 
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T03333TICG GCO0CT3XT aOGCATAGQG AACTTACG'TA TAGTATAGAA 00GO33TCTA 300 

5 CTTGGCGTAC- GCAGCGAGGA TGTCGTCGTT CJTMH'AC TAirK3DCtJr TCGtGCAGTC 360 

C033ATOCCT CTCAGCGCCA OCTTGGCGAA GAIOCJKJXC 033ATCTCCJ3 GGTCCAGCAG 420 

W CT03CTGTTC TTCTTGAGCT CCGT3AAGCG OCOCAGTO0C T0333CGCCA TQXATO33C 480 

GAACTTGTCG CGGATGTCGT TCTGCATCTC OTTGTOSACC AOOCCCQGCG CCACG33GAC 540 

75 OiOGCGCACC OCAQ3CTCIT (XXXX33CCAG CGTCATCOCA AAGTC33TTCA QCQ0333CTT 600 

OGACGAGCCG TACGCGOCOC AOOCGGACTG TCTCCGAGTT AG7JK3ITGCC CCTGCCCTGC 660 

20 TCTCCGTCGT ACATACATAT GCCTrCGTOC TCGCGOCCGA QCTCACGAAC ACCACACTGC 720 



30 



40 



45 



50 



£5 



coo: 



25 (2) INFORMATION! FOR SEQ XD NO : 675 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH*: 6S7 base pairs 
(B} TYPE: nucleic acid 
<C) STRANDEOnESS : Single 
(D) TOPOLOGY: linear 



3S (ii) MOLECULE TYPE; IMA (gencmic) 



724 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1449RP 



(Xi) SEQUENCE INSCRIPTION: SEQ ID NO: 675: 

GATCCAAAGA CCGCGTGCTC CCACTTCCAC ATGTCTCCAA GCTOGACGCG AACAACGATA 60 

TCTTACTGGC GGTGAAAGAA AGCCCGAATC ACAAATGCCC ACGATGCTGG AAGCACGCAT 120 

CTCCCGAGGC CGACOCTCTA TGTAATCGCT Q330CAGAGT CCTCCAGTAA CCCAAACCTG 180 

AAITTITCAA AAATTGAAAA CTTCACCATG GCTCACATGC TGACRXTTT AATATCCTGT 240 



940 
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AAATACAACC GCACTCTGCA Q3TCGATGCT CCTTCAOCTC GGCCOCCAAC TCTCOCTTGT 300 



AC033GTCGC Q3CGT03C7P3 CCTCATTCOG CCTOCATCTC GCTTCCAGAG 



TIC 360 



TGGGGTGCGC GCGCGCCTGC CCOCATTCAT OXGCGCGOC TACOXA3X CACCG3GCGA 420 



70 



OGCGAG32AG AOLXXXX33GT CGAOGTACCT CGCQCGCTCG CQ3CTCTIUC AGCGCCT1TA 480 



CGCCOGCCCT TOTITOGCCG OCTACATCGA OTjIXTTGCTG GCCAACGGGC CC<7IGCCAAC 540 



75 



ACIO3XO0C TTOITXTOC TOCATCAGGC CACCQCCATC G^KXTIUTOS CGCTCCTGTG 600 



GT333333TC TACAGCTGCG ^CTJIGGTGGC 



CAOXXXTGC TIGftCTACCT 660 



20 



GGCCGAAGCA CGCATCCTGC CGTCRAGM33 1TCCT33 



697 



(2) DEFORMATION FOR SE£ ID NO: 676: 



25 



30 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 

(D) TOPOLOGY: linear 



(ii) MOLECULE TYPE: DNA (genomic) 



35 



(vi) ORIGINAL SOURCE: 

EA) ORGANISM: PAG1449UP 



40 



(yd.) SEQUENCE DESCRIPTION: SEQ ID NO: 676: 



45 



GATCGGCTCA AT3GGITGCT GAAGCCGTGT CTTPOGTAAG ATGACCTCAA CTTAAAGGCA 



60 



GGCTCTCGAT ATCTCGTTTC TTTTTTTAAC AGGTGAGCTT TGGAAAATTT TTGGTTCTCA 120 



50 



GCTCATCTCA TCTACAATAG TATGTCTAGC ACGCCAGCAA AC<TTGCGTA ACCGCTCTAT 180 



TCAATATGAG TAAGCAGGTA AATGATACTA GCAAGAATGG TCTT3ACCTA AAGACGCTGT 240 



55 



TTGTCCGGAA TATTCCGTTT GATGCTACGG ATGCAGfiGCT GACAGACTTC TTCTCGCSCT 300 



941 
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TIXXACCTAT TA*3CATGCT AAGATAATGC QGGCICGAGC AGAGGGTITG 360 

QSTITGTGK: GITTGCTGTG GAAAGTGATA 0003CT3C ATTGGACAAG GGACGGAAAA 
CACAGTTCAA a33D03TX7TT CTGAGGSTGG ATGITGOCAA AKWOGAA CGTICGAAAA 
AAGGCGATGA GGCOGAGGCA CAGACCTCCG OGGAOGACGC GGAGAAGCCG ACTACTGCTC 540 
CTGWXXTTCA CGAGGCGCTC ATGCGGGGCA A3XCAAGTT GATCATTAGG; AACATOCXXJT 
O^TCCTOOOG CGACCCGACC AAGCTGAAAA ACA7A7TICGG TAAGirCQGA GTOGTTGCQG 
A33CTOCATC CC33SCAAAG OTCATGGAAA GCIGTGTOQG TTOCATTTGr CACGA 715 
(2) INFORMATION TO SEQ 3D NO: 677: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 705 base pairs 

(B) TYPE: nucleic acid 
(C} STRANDEENESS : single 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencrdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; PAG1450RP 



60 



(Xi) SECCENCE DESCRIPTION: SEQ ID NO: 677: 
GATCAATTCT GTCTTGAAGT AGGTATTAAT CAATX333TCA GGCTGGGTGG AATTO7TEAC 
45 AAAAATACCA ACCCAATCAT CTTGTAAGTT GGTGAGCGAT ACGTAGACAA TTTOOCTCAC 120 

AICAATCTTA TAATCGACAG CATAG3TGAG TTGATTATTA ACCAGIXJICT TTCCGATAAT 180 
50 GTAGAAATGG GATGGCGTAA GTATAAAGGT TTT33GTAGC CITTGGGCCG ACCTACCAAA 

TTITGAATGT AGCCCTTGCC CATTGATAGA GAATACGACA TGATCATTAA TICCAGCTTT 
55 CCITTTGACA AACGCACCCT TCGATTTCAG CICATTACAA GAAAG3TAGT CTCCCAGGAA 



240 



300 



360 
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TOXCTCTAA CCTAACAAAG AZAITOCACG CCICIOTTT CTODZflCCTA PCM CTIGIT 420 

5 ACCGIAA2CC CGG^GTKTXT CGAATT3GTT CCCATCTITK: ATCTCACGGA TAGCACGCTG 480 

CAT/£CAATC CC£CAATCGA TACGCXIGTTC TAAAAAOCGC CCCCAGGCTC 1UIGAAT3CG 540 

?<? ACAIGTCATA TTATGCCAAT ACTIATCCCT CATCTTTKX AAA32AAACA 600 

TGTTTTAATA AATACCTKX3 TTACACCCAA CIGATATTCA GICPCAGGAA 660 

'5 TCTCAAAATT AAATIGACAG CAITTEWOTT ATTACCTTOC CATGT 705 

(2) IMFTGRMATIOJ FOR SEQ ID NO: 678: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LQ«?ni: 699 base pairs 

(8) TYPE: nucleic acid 

<C) STOANDEDNESS: single 
25 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

30 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1450UP 

35 

(XI) SEQUENCE DESCRIPTTCN: SEQ ID NO: 678: 
CATCGCAAGT TOGAAGAGCG AGTAICCATA TCATTACTOG CGCGAGfCOC CCGGCTO3CG 60 

40 

CATCAAGCCT CKiACAGTTA TCACICGGCT CTCCGAAATC GCAAACOCCA CCGGAAAGGA 120 
GGTCATCGTtS ACCAC03G1G TM3TOOZA CCAAATGTGG GCCGCCCfCC ATTGGACGTG 180 
GAAGAAACCA COC^CATTIA TCACATCA33 CQ3CCTCGGT AXAT033CT TIGGTCTAX 240 
GGCGOXATT GGTGCCCAGG TAGCCAAACC CGATGCGAIT GTCATCGACA TCGATGGCGA 300 
CGCeiTOCTC- AACATX3ACCT TCATGGftGAT OKXAGCGCG GITXAGCCGG OCCOOCCAGT 360 
AAAGATATK3 TTGTTGAACA ACGAACAGCA GGGAATOGTC ACTCAATGGC AGTCICTATT 420 

9& 
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CTACGA3CAT CGrTATTCTC ACACOCATCA QCTAAAPCCG GACTKXJTCA AGTTGQCTGA 480 

TOCAAT3333 TICAAAGCAA TGOC5TCTAGA G303CAGTC3G GACATGGAGC CCATOCTOCA 540 

QGACnTATT AATTOZAAOG AGCCa7K?IT ACTCGAAGTC GCCGICG^ AGAAGGTTCC 600 

OTXCTCCCG ATG3ICCCTG CC03TAAGQC CTOCATGfiGT TTATCTACTr CGACCCAGAG 660 

GTTCACXEACA QCAAQCOGAG CTTD33KXA 03ZGIACGG 699 
(2) INPCHMftnCN FCR SBQ ZD NO: 679: 

(i) SE£UE2TJE CHARACTERISTICS: 

(A) LENGTH: 708 base pairs 

(B) TYPE: nucleic acid 

(C) STKANEECNESS: single 

(D) TOPOLOGY: linear 

25 

(ii) MOLECULE TYPE: ENA (gencndc) 

(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1451RP 



r5 



35 <*i> SEQUENCE EE9CRIPTICK: SEQ ID NO: 679: 

GkTCITGSTC CTAGTAGCAA ATATTCAAAT GAGAACTTTC AAC^CTGAAG TG03SAAA03 60 

40 TTCCACGICA ACAGCAGTTG GACGTGG3IT ACTOGATCCT AAGAGATGGG GAAGCTCCGT 120 

TICAAAQQCC TGATTTTCCA QXX^CCATC GAAAG33AAT CCQ2TTAATA TTCC03AACC 180 

45 TGGATATGGA TTCITCACOS CAACCTAACT GAGTCTGGAG AO3T0GGCGT GACCCCTG33 240 

AG3AGTTATC TITICTTCTT AACAOCTTAT CAOCOCGGAA TTOGTTITATC C0GAGATO3G 300 

50 GTCTTATG3C TGGAAGACOZ 002ATCTAT GCTG37PCCG GTOCOCTTAC Q033CCCTT 360 

GAAAATCCAC AGGAAQ3AAT AGITTTCATC OCAQCTO7TA CTGATAACCG CAQCA031CT 420 

CCAAGGIGAA CAGCCTCTAC ITGATAGAAT AATGTAGATA AQ3GAAGTCG GCAAAATAGA 480 



55 
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TCCGTAACTT CQ33ATAAGG ATTGGCTCTA AO^ATCQ33T /iTTCAOSXC TTO3ICAGAC 540 



0333ZAAGTC TGCTTGTGGT CIGTCCTCGG GQ3CTTQCTC CT3333A033 ACTOTTGCG 600 



■lUL'ICaaOS TAGAO330CT TGGTAG&CCA TCDCTQTTCG TtlTTTGCTA CAATTAACGA 660 



TCAACTT.AGA ACTOGTr^CGG ACAAG033AA TCTGfiCIGTC TAATTAAA 



708 



(2) INFORMATION FOR SEQ ZD NO: 680: 



75 



20 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 722 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEELNESS : single 

(D) TOPOLOGY: lineax 



(ii) roi^ECULE TYPE: ENA <gencfnic) 



25 



(vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1451UP 



30 
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40 



45 



50 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 680: 



GATCCCTEAG CGACTCICIC 



CG?03CCATT GAOCTCTTAC GAACTGCACA 



AACCTACICG AACTCTGTTT CCAGACFTCT TTCTCTTTGT CTTCAACTGC 



AGTACCCCCC AG3CTATTTT TCTTACCCGC CTOGTGTTTG TCTATATACC 



AAAAGACGTG GGCCGOCCCG CGOXAGACG AAGAAAAAAT 



60 
120 
180 



TTT3ATAAAA AACTCAGCTC TTCCTCTACG GCAGAAATAT ATATCCAGTC CTTAGCGCCA 240 



TOCGAAAATC TQCLT1T1TA CCGCIGTTIC TCCCAGKTTT AQCACKK3CA GAAAAAAGAT 300 



GTAT3GCGTA TAGGCGCTQ3 CCCCQ33GAA AAAAAAAAAA AATAGAAAAA TAGAAAAATA 360 



CCCTCCAAGC 420 



AGACGACW33 CGAGACATAA 1AAAATCCCA CACCAAGGGA AGAAAGTCTT GIGCACGCTC 480 



CCGQCCTCAT ACGCTOCCAT TCTGTTCCAT C033ZTIGCA AACCCAGTAG TO3CATT7ICA 540 
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25 



30 



35 



AAQCATTGCT OCEACGCTCC CCTGCCTTGC AGTCGACATC CTCTTQCTAA OXCAGCeAG 600 

AcrroccATA crrracftcrr cacataqcat atcacttttc agatcactac gtgacattcg 6 so 

GTAC03AATG GCACTOCAAT GCOSACAAAC CTCTTOCTAC CC03IGACTT ACCCCGATGT 720 



ro GC 

<2) iCvFOPMATICK TOR SEQ ID NO: 681: 
15 H) SBQUEUCE CHARACTERISTICS: 

(A) LENGTH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 
20 CD> TOPOLOGY: linear 

M3LEEULE TYPE: DNA (gencmic) 



<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1452RP 



946 



722 



(xi) SBQUE^ZE DESCRIPTION: SBQ ID NJO:681: 
GATCAAATGT GGCTCTACAA 033CGGAAGT G3GAGAGAAT ATTAATGAAT CAGTICOXT 60 
GACATAT7TG TATTGTCAOG GTTOTCCACA TTCCTTTCAG TAOGTATGTC GGTCTAGGAA 120 
40 TO3rrGGCTT AGTAAGGCTT AATATTAACT GAAAAGCGCA GCAGTGTAAT CCATCTAGTA 180 

ACTAACACAT ATCCATTAGC ACATGTTTCG TTCAGTACTA CGTCATTCTT ACGCCGTCCC 240 
4S TACTGTGAAT TACACATGGT CCTCGAGAAG OCTCATAAGA TICITCACTA GCGATGAGAA 300 

GGCAQGTCCT CCATCGCTTC CGAGAGAAGA GCAGAAAGAG TTCGAACGGC TTCAGAAGAT 
50 TOGACAGTCA CAACCTGCCA TCGACGAGTA CAACAGACAG TTCGAGAATG ACCATACGAA 

OGSGTCAGCG AACTCICCCA TCCTCAAGAC AGAAATAGGC TCGTTCTCAC CGGAATTGAG 
55 CAAGACGTIG OCAGAGTTO3 AGGGCGPCAA GAATCCCGAG ACAGGGGAGA TTGGCGGGCC 



360 
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GD30CAAGAC CCACTGCGGT AO330CACTA CHX3ATACAAC Q3XCCGTGA CCOACTTCTG 600 



AGCTATAACT 



rATA TGTTP3CAGG TTGGTTAAAT ACATAGCTTG CCCTCCAACT 660 



CKTTCGCAO: TTC7XXX7TOC ACTCCGTGAT GAATTTCGAG TCCAGCTTT 719 



W 



(2) INFCfWATICN FOR SEQ ID NO: 682: 



r5 



(i) SEQUENCE CHARACTERISTICS: 

(A) LEMJIH: 718 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



20 



(ii) M3LECULE TYPE: DNA (gencmic) 



25 



30 



(vi) ORIGINAL SOURCE: 

(A) CRGANISM: PAG1452UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 682: 



CATCACCAAC TCTACAGCAA GAAATCCTAC GCCCAGCAAA AGCTGTCCTC GA1GTTCTTC 60 



TATTCTGTAA ACAGTTTGTT ACTTCTGGTC 



GCATOGGCTA TCATCTTTTC 120 



35 



40 



45 



ATCT33AGCG TITTCAGCCC GAAGTIGTGC TACCTTCTG3 GCTOGAACAT CCICATCCAC 180 

TTTCTCACTG AC^CGGTGCT TCAACCTITC TTGCTCATOG T33CGGGCTG ACIGTCTCTA 240 

GTICCACTTG TATAATATTC CTTCATCAGT GAGAATCTCA TAGTATrGtlC ATATATTAGA 300 

TATTATCTAG GTCATGTTTT AGAGAATAGG TCTCTTCCGA AAAAATT3X TACCACTGCC 360 

AATCATTACA TGTCAGAACC GACCATCTCC AAGTGTCGAA COTICCCCAC TGCAAATGCT 420 



SO 



CTCACTTAGA TCCAGCTTCA GACGCTTATT TTCTCTTTCC TGCAGGGITT ATGACCAGCA 480 



«9CQCAGAAG 



CCTCCCCGGC TCOCACACCG CTGAATCTCC TEATAAAGAA 540 



55 



G33D33GAAG GACJTXX77TT33 CTCTCGAAGA TCCGACTACC CCW3TOTTTA TG3AAGGTGC 600 
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w 



15 



20 



TTGACCTGAG GCGCAAGC03 CAAAGCTGGC AGAGGACCCA TTAAAGCGCG GAAGAAGGCT 660 
CTOCGGCGGA TGAACAGAGA ACACATCCAG CAGCAGAACT TCCTOSCGAA GATCTGAA 718 
(2) DEFORMATION FOR SEQ ID NO: 683: 

(i) SEQUENCE C1WIACTERISTICS: 

(A) LENGTH: 724 fcase pairs 

(B) TYPE: nucleic acid 

(C) STRANDETKESS: single 
<D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA. (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1453RP 

25 

<xi) SEQUENCE DESCRIPTION: SEQ TD NO: 683: 

GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATAIATAA TOTAGAGATA 60 

TATAATCTTA AAATCATAGG TAAAAATACA TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 

AATAGAAAAC CATAAGTTAA TTGATTCATA AAGAAAAATG GAATTATTTG TX33CATCTTA 160 

ATTTTTATTA TTTAATIGAT TATTATCTAT TTAACATAAA ACATl'iTAAA ATGTTATAAA 240 

40 ATAAATAAGA AAITACTTAT AGAATAlTTA TTAAAIAGTA TTTAATTTAA I'l'l'lAATATT 300 

AAATATACCA TTTTTATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTGATATATA 360 

4S ATTTAATITA TAIAAATTAT TTAATTTACT TCATTGATAT ATATAATIAT TAAAIGTAGC 420 

TTTCATAATA TTTATTTTTA TTAGTCTAGT AATATTTCTA TTTAATAGIC TACCCTTTAA 480 

50 TTGGATATTA CIACCTACTA AATATTTACC TAATAATATA TTATTAAGAA TACTTAAATC 540 

TAATAATTTA TTATOTAAAG TATATAAATT AATIAAAICT TTTTTAJTAT TATTIAAATT 600 

55 ATTATTAATT AGTAAATTAT ATTTATTTAT TTTATTAACA TAATITTTTG ATAATAATAT 660 



JO 
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ATCATAATTA AAT33TAATT TATTAATAAT TATCTTTAAT GAATITAAT3 ATAAACCATT 720 
5 ATTA 724 

(2) INFORMATION FOR SEQ ID NO: 684: 

TO (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 732 base pai rs 

<B) TYPE: nucleic acid 

(C) STRANDFXNESS : single 
is (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1453UP 

25 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 684 : 

GATCAAAATT TCAACAATTT CCATITCATr TAGTACTACC ATCACCAT33 AOCAATTGTT 60 

ACATCATTTA GTTTATTAGG TTTACTATTA AClTlAGdT TTACTATACA TOGTATTATT 120 

GGTAATAITr A1CCTTTA1T ATEATCTT3A TTAGTALJl'iT TATTACTAAT AACTTTATGA 180 

TTTAGAGATA TIGTAGZTGA ACLTACTTAT TTAOGTGACC ATACTTTAGC TGEAAGAAAA 240 

GGTATTAACT TAGGTITOCT ATTATl'IGIT GTATCTGAAG TATTAATTIT TGCTTCTTTA 300 

'iTl'lGAGCTT ACTTCCATTC AGCTATAAGT CCTGATATIC TATTAOGTAA TGTTIGACCA 360 

CCAGTAGGTA TTGAAGCAGT TCAACCAACA GAATTACCAT TATTAAATAC TATTATTTTA 420 

TIACCATCAG CTCTAACTAT TACATATAGT CATCATGGTT TAA3TGAAG3 TAATAGAAAA 480 

CAIXXTTTAT CAOJl'ITACT TATTACTTTC TGATTAAITG TIACATTTGT ATTATGTCAA 540 

TATATTGAAT ATAGTAATAC ATCATITACA ATEACAGATC GTATTTATOG TTCAGTATTT 600 

TTTQCIGGEA CTCCTFTACA TITCTTACAT ATOGTTATGT TACTAATTAT GITAGGTATT 660 

55 
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AATTATTGAA C^AIAAGAAA TTATCATTTA ACATCAACAC TCATGTA3GA TATC^GACTA 720 
CTACTATTTA TT 



732 



(2) INFORMATION FOR SEQ ID NO:685: 

W (1) SECUEM2E CHARACTERISTICS : 

(A) LENGTH: 714 base pairs 
{B) TYPE: nucleic acid 
(C) STRANDEENESS: single 

15 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (genomic) 

20 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1454RP 



£5 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: €85: 

CATCATGCCT OCOGGCGTG GAACATGCAG GIGAGGCGTA TCTACOCCAT GTTOCCTTAT 60 

TTTTTCACCT GAAGCOGATT GCCTCTTGTT TATACAGACT TTTCTGCATC OCTT03030C 120 

CAGAOCTAGG GCCTAGAATC OJIGTCGTAA GCGTTGGOCA CTGATTCAAC ACCAGCACAA 180 

TICCAGTGCT GCTCGTAGAA ACGAGGCCCC TGAAGTATAT GGTGATATCC ACATTGCCGG 240 

4Q AGTATAGTTC TCTGTGGQQG CGACTTCATG CCAIGTGCAT CTOOGGCTTA CTCCACAGCC 300 

GCACACGCTG CATTGTTTTG GGAACATCAT GTGAAATACT GGTATAGAGC GCATTTCATA 360 

45 GGC<5TOCCSG CAGCTGTAAT AC03CGGCAT ACDCCOCTCT ATTTCATGTG TTCATGTGCT 420 

AGTTTAGPGG TATTTITGAG GTGCAT333T TATGGCTTAC TITCCATATG CAGATCTCAT 480 

SO TOGCTCGTAA CGTATATAAC TGAGGTA3CC GTAAACTTGC ACTGGTTCCC ATTGCCAGfiG 540 

CGAAGCTACA ATAGCACCAT CTGOCTGCAA CTTGTGAACA ATGCATTGGA ATCGCATACT 600 

£S CTTTTGGGGC T3TGCGCTTT TGCTGCAACA ATTAACAAAT COTITTGATC AMG^GTGCT 660 



950 
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AAGSAAATCT TATCAA3CTC GTCTATOOCA <0O3SAACAO3 CATTAG33AG PGAA 
(2) INFORMATION RE SEQ ID NO: 686: 

(i) CHARACTERISTICS : 

{A) LEN3IH: 720 base pairs 

{B} TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencfnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1454UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 686: 
GATCAAGOX TGTATOGTTC OCGGAO030C AGTAACAGCG GTeCTGTACG ATTTCAACGA 
TTCCAACAT3 GACGATGATG QOTCCAAAGT TATCTTCCCG ACCA03CTTG AACTCAAAAA 
GGTTTTTCAG GCTATTCGTT TIG&3XCAT CAAA033333 CTQCRKJTGT TICCCATTAG 
GAATATTOOT CCTATCITOC GACAQ0TCO3 ATTCAAGAAC GTAAAATATA CXX3TICTGAC 
ATICAAfXOO G303ATTK33 TGAATGAAAT G33GTTCGTG AAOGAQCTAC TK30AACGTT 
TCACTACGAT TTTCTAGTC52 GAACCITTTT A^CTG&TCGT AGTAAGTATC CKJITOSAAC 
TGACCCACAG ACACTO0O3A GGAG3TACAT TGATGAQCAC ATOGOCCAAA TAGATGACAA 
TOOAOGATGC TTOCGTCTTA TTGCAATCAC Q3CQGAAAAA CCAGAGTAOO TTTCCACCGT 
TGCTATTGOT ACCCG333CA ATTCTCCC33 TCATTATATA TGTTAGCAGO TOICAATACC 
TXX7TTACAAC CTAATATTTC AAAACCTAAT ATCTICTOCT CCITAGAAAG AQCCACTTCC 
TTATATGTEA ATATCIACCG CTACTTCTAT CTAATAATTT TATAATTTTG ATAAATCTTG 
ACGTACATCT TATCACTAAG GAAGATCTCA TCftCAAACTC CGCAAAGTGT TTCATATATA 
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(2) INFORMATION FOR SEQ ID NO: 687: 

s (i) SEQUENCE CmRACTERISTTCS : 

(A) LENGTH: 712 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS; single 
,0 (D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencmic) 

15 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1455RP 

20 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 687: 
GATCTCTTG3 ACATAGTOTC TTAATAQ3CC TGCTGfiQSAC TTCACTGAGA AAQCTTCAAT 60 
AGCQ03ZAAT Q3XCATCTC ATCAACACTT AAAATTTTTC GTX33CAAAAG AAACAACACT 120 
OGAATCACCT GAOCACACAA AACTCACGAT TTACTGTTGA AQ3GGAGCAG QCTACGACGA 
CICTTCTTCG CATG3TAACT CX3CTQCTGTC CACTTOOOX: TTGCGAGCX7T TCTITGCTGA 
COCTCOnCT TTCTOZTCTT CTAACAGCCT CTOCCQ3TTA GCTGTGATGT AGTGGATGAA 
GAAGTO30CA TCCTTGCTGC GITICGCATC ACQCAGGAGC GTCTCGACAT OGTCGTATAT 
ATCAATQ03T OOTTTOXA uriUJlTlSVG CAGCTTGTTA TCACGCCCTG CACATTGCaA 
CTICQCGATG OCTTIOSTDG ACTTGAACGA CAOCTCCCOC CXTTTTCATM' ATCCfiGATTT 
GOGCAGSTTG TGCCAG33CG TGCTCACAAT GCTACATTCT GCCTOCTK7T TCCCTTOTAC 540 
AGACTCTGAC TTQCACAACT GCA03ZA03C ATQCAOZACA TCOCGCGGCA CGTCCOIGGA 

so gctctocto: tttccaixtta actigagata gacatgtgcg ctcgcatact tgtctwxttt 

QSAACCAGAA GTAGTTTAAT OCCQJEACCC GTOCTTCAAC AAAAGGTCGT TC 712 
(2) INFORMATION FOR SEQ ID NO: 688: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 720 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA {genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1455UP 



20 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 688 : 

GATCCCATCA CATCAAATCT CTAGAACTOC CTOCATGACG CGAATGAGOC CAAGAATCIC 60 

25 TOGT033CTT G3CTAACOGA TGTTCGCAAC TOCAACAACC OTTACCTGGT GTTTATA02C 120 

CTATGTCGTC ATOD333ATT CCTOCAACAG GAGAGAAGAA 033GACCACA AGGAAACQCG 180 

30 GTAAAOCATC TAGAATCAGC AACCCTAGAG AACGTTTOTT OGTCCJITOGC GCAAGAGCAC 240 

032COGTAGG G3CT03GAGT TOCOGTOXT ATTCATOCGT Q3GCACOGCG OGTATATAAG 300 

35 TAGGGTATGC GTCCGTTOAA CAGAATOGAT CCGTCTCAGA ACAATACCAA AATO3ZATTT 360 

GGAAAAACAA OCACTAATAT GAAGTACACC TOCGCTATTC TACTCGCTCA AGICQCTTTT 420 

40 

GTIGCAGCAC AGTCATCCTC OGGGTCTGTT ACCOGCAGOG CTOOGCCCGC TCCG3GTOCG 480 

G33TCG33CG CAAGCATTTC TACCAOCACG AC^GTCACCG CCICAGGTIC TGGACCAGGC 540 

45 

GCGAOGTCCG CT3CTAQCTC CGGTGCAGCA GGCGGGGCCG CTOGOG333C CQCAGGTOGC 600 

CCCQCATGIG QCGCCGCAGS T33GCCCGCC GGTTCTAACT CCOGCAACTC TGGCTCCAAT 660 

SO 

GGATCTGGCT CCC03CCAGA ACACTCTGGA ACAGAACACT CCCX3CCCAGA ACACTCTGGA 720 
(2) INFORMATION FOR SEQ LD NO: 689: 
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(i> SEQUENCE CHARACTERISTICS : 

(A) LENGTO: 696 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETMESS : Single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (gencnuc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: P/C1456RP 



(xi) SEO^EMZE DESCRIPTICf J : SEQ ID MO: $89: 

CATOCACGCC COGCTGCTGA CCAACGTOGT CATCATOGGC Q3SAOCTCCC TOOTCCAGGG 60 

CCTGGACCAG COCCTO3ICA ACGfiCCTCAG CGTGCAGTTC CCQCAGTfiCA AGCTCTCTAC 120 

CTAOGCCACG CCCSCOCACG TOGACCQCCA GCTGCAG?*C TGGCAG30OG □CGTCAACAT 180 

GTOZCACCTC C03GACTGGA AGCTCCOGCIC CTGOGTCAOC AACCAGGA3T ACCTG3AGTC 240 

COTCGACAAG TAGCTtTIGTA GTATGTAACC GTATGCOGCG ACCCT3GQ3T TTCTTTOCOG 300 

CTCCCCCACC CCCATGACGC CCCCDGCCCG CTTCGCOGCC TCCCAD333C TOOCOCCCGC 360 

COOGCOCOOC CGCC^CACCG TOSAGCTCTA CCT3GACT7C TCXTK30CCCT TCTCGOGCCG 420 

CCTCTTCCTC OXT33CAOG ACCCCCTTTT CCOC03COGG CGCQCCGACT CGOGCTICCA 480 

GATCGTCTTC AACCACGTCA TCCAGCOGIG CT^CCCCGCC TCCCACTACA TO2ACG203C 540 

COCOCTTCGCC GICGOCCOOC TOSftCOOOQC OTCXHTOTG OCCTK7K3QC GCGAOTTCTT 600 

CCTOCACCAG GACTO^TOGT TOGACA030G CT^COGOOGAC AAGTCGOGOC A03CCGTGTA 660 

OCGCAAGtTC CQGACTTCQC GOGOGACGCC GCCOOT 696 
(2) INFORMATION FOR SEQ ID NO:690: 



(i) SEQUENCE CHARAC'1'bKISTICS : 
55 (A) LEN7TH: 739 base pairs 
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(B) TYPE: nucleic acid 

(C) STBANDELNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLfdJLE TYPE: DMA (genomic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1456UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID ND:690: 

GATCT03AAT ATTACCGGCA CAAACTTG3C GCTGTOCTTC CACACX^GCC TOCGGTA(XG 60 

CTTCA03GCC ACCAGCTCCT GCAGCAAGCG AATQCACACG TATOCCAGCT CCAT3CGCTC 120 

CAGATTAGTC ACAACOCGCA GGTAGTTGQ3 GTTGGACAOC AGCCOCTCCA CCAGCTOCTC 180 

GCTCTGCAGC CCCTCCTGGA TCAGCAGCGA GACAACGTTG AAGCACGACA GCAGCAOGAA 240 

CTQ2TCGTCC GCCGOXTGT C03ICAGTGT OGACTCGTAC AGCTTQD3CA CAAGCTC03S 300 

OCCCTTCTTG AAGTACCGCA GCACCTCGTG CACGTACTTG T03CTCGTGA ACAGCTCCGA 360 

CAGCAGGTTC AGCAOCX300C GCTPCOCATC CAGGTTGTTC GACGTCO0CA GCAGOTGCAC 420 

CAGCGCCTOC ACGOCCTGTT CXAGCGGCAG ATOCAGCOCG O330CGCGO3 CGTGTTTCAA 480 

CAACGTOGAC TCGAGCTTCT TG3CAATCCC CGCGTCAAAC TCGCTCAGCT CO330GAACG 540 

CACCAGCGCG TCCCACGCCA CATGCCTCGA GCTGATCGTA TTGCQGATAT CGTTGAAGTG 600 

CGTGCTATCA AGCAGAATCT TTTGAACOCC CTGAGCCACG G3CATCGTCA CAGCTAAGAT 660 

CTACGCTTCC AGGCCACCGT ACTOXCACT TTGAAAOCCG T333ACTAGT CAATATCTOG 720 

CGTG3TCTQ3 Q3GACTCCC 739 

(2) TNFORMATION FOR SEQ ID NO: 691: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEW7TW: 688 hase pairs 
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(B) TYPE: nucleic acid 

(C) STRANEEINESS: Sijrgle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: EMA (genonic) 

(vi) ORIGINAL SOUPCE: 

(A) ORGANISM: PAG1457RP 



{xi) SEQUENCE INSCRIPTION: SEQ ID NO: 691: 

GATIXJAATATC GGGACGAAAT CTGTTGTATC TACTACCGGC ACGGCGACTG OXCCAGCGC 60 

ACCAGGATCT CAQ37TTCGT CAGZGAGICC OMTOSTCA GCTAAACAAA AGAAAGACTC 120 

ATCICCACLA CCTCTTGACT TACCTCCACC GAAGGATTTr AGCAAAGAAA TCGAGGAGAT ISO 

T7CAGAACAC GATTTGACTA AATIGOCCTr TCAGAATCCT CT7TTEAAAG ATGAACTTCC 240 

AmTTOGTIA. CAGGCCAAGA GGCCATIGAT CCAACCGTAC AGCACTA3GT CTGAAAGAAT 300 

GTTGAAACAG CTGGAATCCT CATTACTTAA CTGCCCAGAT TO3CTIGACG CTGACACACC 360 

ACA1CICIAT CAACACCOSC TCICTTTACC GCATCCCACC TCCATTTTCT TCCCTAGTCA 420 

ACCGATCAGG TTCGTGGCTG CTGGCIGGAA TAACGATAAT ACGTCCACTA AAGMMGTA 480 

TGGAAAAACT TGTATGGTTC AGATAATGAC CAAGTTCGAT TIGGATACCC TGTTrTTTAT 540 

cmTATCAT TATCAGGGAA CGTACGAOCA ATICCTAGCT GCCAGGGGAA CTAATCATCC 600 

GTG33TGGAT ATTTAATAGA GTCAATCGGT GCTOGTTTTA CAAAGAAGTT GAAAAGCIGC 660 

CCCCTCGAAT GGATCAAAAA GAAGAGGT 688 
(2) INFORMATION FOR SEQ ID NO: 692: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 711 base pairs 

(B) TYPE: nucleic acid 
(CJ STRANDETNESS : single 
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(D) TOPOLOGY: linear 

(ii} MOLECULE TYPE: DNA (gencirdc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG14S7UP 
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(xi> SEQUENCE DESCRIPTION: SEQ ID NO:692: 

GATCGAGGAC TP3AAGCAGT ICCGOCAGGT CG33TCCAAG ACCCCTG33C AOOCTGAGTA 60 

CGAGCTTCCC GOCGT33AGG TGACCACCGG CCCTCTAGGC CAGGGTATCT CCAACGOCGT 120 

TO3CTTGOCG ATCGCGCAGG CGAACTTGGC TOCCACTTAC AACAAGCCGG GTEAOGAGIT 180 

GTCGGACAAC TATACGTAOG TGTTCTTGGG CGACGGCTGT TTACAGGAGG GT3IGTCCTC 240 

CGAGGCTTCC TCSX^TGCAG QCCATCTAAA GTTX333CAAT TTGATTOCGT TCTATGACGA 300 

CAACAAGATC ACCATCGATG GCCACACIGA GGIGTCCTTC GACGAGGATG TCTTGAAGAG 360 

ATACGAAGCA TACGGGT033 AGGTGTTGAA CCTTGCCAAC GGTGACGAGA ACTAGAAGAC 420 



35 



AITGCCAGTG CCTT33AGCA G3CCAAGAAG AACAAGGACA AGCCAACTIT GATCAAGTTG 480 
ACGAOCACTA TF333TVTQG CTCCTIGAAT GCG33CT0CC /CACTGTGCA CGGCGCGCCA 540 



40 



TXGAAGCGGA TGATGTCAAA CAGTTGAAGA CGAAGTP333 CTITAACCCA GATGAGTCCT 600 



TCATTGTGCC TCAGGAGGTT TA1GACCTCT ACCACAACAG CACTA1CCAG CCAGGTGCCG 660 



45 



AGTCCGAAAA GGAGTGGAAC GCTCTACICG AGAAGTATOC G3GFGAGIAC C 



711 



(2) INFORMATION FOR SEQ ID NO: 693 : 
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U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 
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(ii) MDLBCULE TYPE: ENA (genonic) 

(va ) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1458RP 



(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 693: 
GATODGCAGT AGCTGATTGT T3333IQ3CC AGG03AATAT TCCTGGAACC GGTICAOGCG 
CCTATATITC CTCTQ03GAC CGCCAAAGTA CTXX3CCGAG5 TEftCICTTOC TGGTCGTACT 
AGAGAAGITC CQCACTOXC TAGCAAGTOC OJKITOr ACOGGATTTA GCITCQCCAG 
TAATO3TC7TG AAGACGTTQC GAAATGOCAC AGACCOITGT ACTGGTCGCA CTIGCAAGTG 
GA.TAGCGTTO CTAAGAAAGA AACACOCXXXT ATACGAGCQC GTGAACGTAG ATAAGCTCAT 300 



O^KWXAAT CAACAAGCCT AATGATGATC TTOOTTACAA AATGAGGTKT TAAAOOGAOG 
TTAAAAA033 ATOCCCAACG CTATCITOGA CAOTEATOGA ATATCCGTAT GAATCACK7T 420 

480 



a?rrcx3ocrA rcso^Airx ttcaaattog atcagctigs goaootcgcc atkxtcacct 

40 CXX333TOCA TGTICACTTT CICEAGICIC TITTCTO33C aJITOICTIC GTCTTOSBX 

ATGTCAAGGT CCAAGAGATC ACAGAAAA 
45 < 2 ) INFORMATION FOR SEQ ID NO:694: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 724 fcase pairs 
so (B) TYPE: nucleic acid 

(C) STRAMDEEKESS : single 

(D) TOPOLCGY: linear 

66 <ii) M3LECULE TYPE: ENA (gencmic) 
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CTATCATTAA CGACQ3TACT TOCTIACAGG GCAATGCCAG GATOCTAAOG CCGAGTAATG 
35 TCCAATAATC ATCATATATA CTCTAGTTAT ACGCTATGAG GGCTCATTTG ATGTATIGTT 540 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1458UP 



(xi) SEQUENCE DESCRIPTION: SEQ. XD NO: 694: 

GATClUi'lGC ACCTCCTATT TCAGGCAGAT TTT7I03CTGC AGCAGCQCAT G3LCATACTA 60 

TX7TOCTTTO3 G3CTCQCTGC GCGD3W3TTG CGGQ33CTO3 AAG^CAAATA CGTGCTCAAA 120 

CXXXJTdTTO AlTTCCCCfiC ACGCCQCCTG CCCAGAAATG ACGCACCATC AWH3CCCTT 180 

GAAM3CCGCG AATCCGGTAC AAGCTCCGAG QGGACCATCT CTOCACftCCA CACCGTCTG3 240 

CGGTCGCGCA AACTTGACTC PCCGCCPOOA OCAGAACGTC CGAACGCCTT TO3GAAOCAT 300 

GCACCTGOGT TTTTCTTODC GCTGGCGCAC GDGT33CTGA ATOXATCGA CCT0332ACT 360 

TTT3ACGCCC TGTTCAAAAA CCACTACCTA AGCACCCTGC GOCTTATICT TOCft3CCGCC 420 

AACCOQCATC CftGAATTTGA CCOGATCTTCC GAACTCATGA GCTACGTTIT GCAGGACGCT 480 

GAG3COCACG ATATCAGCAT TGAGTAOCTC GTO333CATC TGTCAGCGCA TCTGT3GACA 540 

ACTCCTOCHT GCAAACTGfTA TCCOGACCAC TACCATOCAT TAGTATG&3A TCTATAGPGC 600 

GCCAATTOCA CQCCTAGfiGA GATGTGA££C TCGCAATGCA TCTCTT33GA OICTC'IU'IGS 660 

CCQ3CAGTAT CTOCTAGTAC ATACTCTTTG TAACTCTACA GAGATGTGAA GICTIGTTAC 720 

CCGG 724 
(2) IMFORMATION FOR SEQ ED N0:695: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 569 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



55 <ii) M3LECULE TYPE: DNA (genomic) 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1459RP 



(xi) SHjmr-E DESCRIPTION: SEQ ID HO .695: 

CATCATGCTG GGGCATA.'POT GAA1GCTCTT GAACAACGGA CTAGATTAAT GG^GCCTTGC 60 

ACTCAGAGGC TTGGGCAGGA TOCAGCTEAT GCGGGSGCGG CTGTTCCAGC TTTACAATAC 120 

CASGCAATAT GTCCTGCTC5C CCCCAGATGA GACAGTAAAA CTOCAGCX»G AGGTGACQGC 180 

GAOtX-TGAAC TOOC/-GATC C^33ACIGAA CGADGTIGAC CGOATCGCCC TAAH3G2GA.T 240 

GftACTTCTAT TTGTTGGTGT ACATTGGCGA AGAAATAGAA GCAGAOGTGC TCTACCGCAC 300 

ACTTGTTGGA CGTATAGGTG AGAACTCGOC OCQ3AIGCAC CICASGAA33 CTAOGriTACT 360 

GCAGGTEfiCA GAAGGTGATC CCGOTCCCGC GAAGTAOCTC AAGAACCTGC TTGAAAAQCA 420 

CCTTGAATAC GATACAGATT CCGTGGATTA CCIGCAGGTC QCXAAGAAGC TAAITGCGCT 480 

O3AA0GGCGC COGTTIGTOCA CCGAGCTGTG GATGAAAAAG C7IGCTCTO3C CTGCTAGAGA 540 

AGTTrCCftCT QGACGCCGAA CTATGGTGG 56g 
(2) INFORMATICS FOR SEQ ID NO:696: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 572 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LBGULE TYPE: DNA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1459UP 

(Xi) SEQUENCE DESCRIPTION: S3Q ID NO: 696: 
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GATCACGTGC CTGCGACATG QCGACTTCAT OCACK33CGC CCAGCTACGT G3TATATGAC 



60 



ATTATOXCG AGAGGTTAAG GCG1GAGACT CGAACTAAAT TGAG33ATCT CTI033CTCT 120 



GOCCGCQCAG GTICGAAICC TGCTGATGTC CTTATTTTIT GCTK303CO3 CCTAC33333 180 



70 



GZTGTATTCT OLTIUIMUCT ATTIAGATAA ACGAGATAGC TAAACTAIGG GTAGAACTCG 240 



CGGTACTTCC CGTAGTAGTA QOTOTGCCG AAO033CCGA GO3030TGAG CACCAGC033 300 



J5 



ACG3oTl'IU3 CGAAACGCGA T33CACGCCT CTGATGAGGC G33TCAACAG CATCACGGAG 360 



CICQCQCCAA GOCCGAGCIC GAG3CCGCCC TCIGCGITCT TCCGGAGCAA GTACCCTGCT 420 



20 



ACAGCC7IAGG TGCTACCAAA AACGAGACCT G2AGCCH33G £«33CACAGA OCCTTTA03C 480 



CAGTAGCCCA TCCAGCCACC GATGACGGTG AGCGCGGCGA GAGICAAAGA QCGAIGTICC 540 



25 



CITGCG3TOG TG3TGGGTZG AA 



572 



{2) INFX3*MATICN FOR SEQ ID NO: 697: 
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(i) SEQUENCE OaRACTERISTICS : 

(A) LENGTH: 688 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEINESS : Single 

(D) TOPOLOGY: linear 



(ii) WXB2ULE TYPE: DNA (genecnic) 



40 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1460RP 



45 



(XI ) SEQUENCE DESCRIPTION: SEQ ID NO: 697: 



50 



GATCCGGGTG GAGACftOGAA AGTAGACAGA CACGGAOGGC TGTIG33TOG AAGGAACTAC 



60 



CTCGTOGATA CATTCCAGCT GCCCCAAAAG ACACATAATT TCTATGTGCT TGTCGACGAG 120 



55 



CTGATAGAGA TTTTGCATTT CGAGGGGAGC GGCTCTGACT TITIGCACCT GCATAATCAG 180 
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CX7IACCCGC TQGAGCTCAA AGACAACGAG C033CCTT3C TTOCAGACGC TG3GTTGATC 240 

5 AAP£3XT^X TGCGCTOXU ATACTAD3TT ACTOCACICT CITCATACAT CATriTIUbT 300 

GCK3CTATIG T3GCGAGCQG CnTTAGGATA ATOGATCflCT AZTGGGAGCA GCCCTT7VAAG 360 

'0 GAGCAGGGAT TCACCATCCA CCACCGIGTA TTCIXTTCTGA ACX30CAO3CA ACTTTCATTG 420 

CTAOGCCK3C TGAAAGOCOC GDGTOCAGAA T03ZATC£OC iOjGTGAGAA QCTOGATAOC 480 

15 AACP3XTAC AGAAGTOGGA GGATCCAIAC OGAACGATOC AGGAACAACX AAATQCTGAA 540 

GCACGGCGGG AATACGCEAG AGAACACGCC AGAGGTGAGC ACAIAAGGAT GATIGTTCCA 600 
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CJJTCAAAGTA TTAGCGGCAG TATAGAACTG AQCCIAAATT ATAAACTTCC TAAGEACCAC 660 
TACAAAAACT CATTCGCIAA TGGGTIGA 688 
(2) INFORMATION FOR SEQ ID ND:698: 

(i) SEQUENCE CHARACmilSTICS: 

(A) LENGTH: 649 base pairs 

(B) TYPE: nucleic acid 
<C> STKANDEEtJESS : single 

<D) TOPOLOGY: linear 

(ii> MXECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1460UP 



45 <xi) SEQUENCE DESCRIPTICM: SEQ ID NO:698: 

GATCCAACAA TTCCCGCAGC GCCGCTCCAG OCGTCGTOTC CGTOGCATCA AAIGAGTCCA 60 

SO CGCCTGItnC AATCCCOCAC AGCTGCCGTC CATOCGCCAC CTCGAACTOC ATCCGCGACG 120 

CAAACAGCIG GATAAACAGC COGTTOTXJTT Q3CAOOQQOG CCX3CAGCTGT OC?AAGAGCG 180 

55 CCTtrGCACC AGCIGCTATA TCATCQCCCC AGAAACTCTC TACGAAT3CC COCATOGCCG 240 
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TCTACCPOGT CGTAGTIGTG CATGT03CTC OL'ULTIUUUG CIGAA3T3TG ACAG'lL'lULJC 300 

5 OCCCCAOCCC AQ7ITO3GAA CXX7TACGTAA TACAACACAC AACT7AATQC OCTWXCGAA 360 

0?r03CAATC OICTTCKXA CCCGCTGCCG CT3Q33CTTG 03CGCAAGCT OGTATGCTCA 420 

70 ACACTTGCTA CAGACTCTCG GCGACTOCCT AQCOGAGATT GCCCTOGTAC C332TCXX7K: 480 

CGGTCAATIC CMGrcCICT GTTAOGCAAG CCAAGAACAA CAOXCACGG GACAOCOCCA 540 

'5 ACACCATCIG QGATCQ303C CGOGACAATG GTiTlUJTGA TAGTAAATAT CTCAAGCAGG 600 

CTGTCAAGCC ACTCTTTTTG CSGACAQCC53 AAOCGCCTO3 QCGOCACAT 649 

20 (2) INFORMATION FOR SEQ ID NQ:699: 

(i> SEQUENCE CHARACTERISTICS: 

(A} LEM7IH: 688 base pairs 
25 (B) TYPE: nucleic acid 

(C) STRAICEENESS : single 

(D) TOPOLD3Y: linear 

30 <ii) MOLECULE TYPE: ENA (genorric) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG146IRP 

35 



40 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO:699: 

C^TCAAACCA CCA033CACA TCATCATAGT TGATEAAATC AATTAGGTAA GGCAACCATA 60 

GITGCAGACT TIUITICTGT ACCATTTTCT T033A3TAAA CAAGTAGGGA CTCACGAGGA 120 

AATCCAOCGC ACATGCTTTG ACAITGGTGT TTT033ATTT TAGAAGGCCA GTAACGAAGA 180 

CaJTCAACGA OCTX7TCCACC CATAGATTAT 1TTTAACTGG ATGAACCTTG TACOOCGA 240 

TT7TATAGGAC AATCGCCAAC CAGAGCAATG TCTCGTOCAA CXXXTl'lL'lUG ATGACAAC4CG 300 

CAOGCGGGGT GCTCGTGAAT GGTAGGAGTT GGTTGCTTCC TATCCCACGG TTGCTAAATG 360 
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CO\lGTACTC TKUTCCTTG C333ITO33CC CGACGCTGAC CTTEAAAATG TATITGAajT 420 
5 CCA^CTCGTC ACCATAGCGG TCCACTAGTG ATfcGZA'IGAG TOCC1CTAAC COCAGAAGAA 480 

CXrCTK3G33 AACOGAAACC «TIOC03X ATITCAGCAC CCK^GACATT AACTCCAAAA 
to CCGTGTTGOC CCAGaGATC TCTOCTCX333 AGTCATCK3Z TTCTCATTCA TCOXJGAGGA 

AGTGTATCAA AAQCOCG3QC AAACCCACG3 OCACAC3XOG CXGC3CATCC GCGTCCCCAT €60 
y5 TACaGTAGTC TAICCCACAG TTCTTCAA 

(2) INFORMATICS FOR SEQ ID NO:700: 

20 (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 728 base pair s 

{3) TYPE: nucleic acid 

(C) STOANDEDNESS: single 
25 (D) TOPOLOGY: linear 

<ii) MOLECULE TYPE: DNA (gencmic) 

50 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1461UP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 700: 

GATCGCOCAG TTTAAACTTA AAGTIGATflG AGITOCCGTC CTOCTCTCTG GATACAATAG 60 

AG3DCAOOGA GTCGAOGTOG COCTOCACGT AGTOCO03CC GI7«33CCTG T03TCCGAGA 120 

T3XCCTFIC TAGGnGAIC TTOGAGCCAG CTTTOCAGCT CCTGACTTCC GTCCGATAAA 180 

CTGrrrCTGG TGOGATCOCG ACCTTGAAGC TAT0330CGT GAACTCCGTC ACCGTCAGGC 240 

AGAIACCATT OCATOCAATG GAGTCAOCGA TGTOGCAATC CGCCAGTATC GGACCCOCAT 300 

CCTTGATAAG GACTGACACA OCXnTGOCGC CTOCCTOOCT Q3CATCGTTC TCEA»GTACT 360 

CAGCAACAGT GCCAATGTGT TCCACTATAC OGGTAAACAT CCTATCAACT TCTATO3GO0 420 
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ATATAGOCTT CC3JTATGCCA TCTATGCATC TTCTTTTCTG C7TACCG33AG CITTTTAAAC 480 

ICGTAAGACA TGCATAAGGA AAT03333TT OXCATGTAG CTGACTAATA AAACTAGAAG 540 

ATACGACTAA CTATCTGATT ATACTTTAGG ACIAICTCTC CTF333CTG3 TCACAGAAAC 600 

ATCGITCACC AAGTCGCGTC TATCGGGAAA ATOACTTGGT TCCTTK7ICG TAGAGCTAAC 660 

TOCCTGAGAA GCTG3AAAGC OCTXTTTTTAA AGItrTACTIC GAATGGTGGT GTAOGTCTOG 720 

GTGCTGGC 728 
(2) INK3<MATION FOR SEQ ID NO:701: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 701 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: lijiear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1462RP 

35 

(XX) SEQUENCE DESCRIPTION: SEQ ID NO: 701: 
40 GATCTTAATT TAAAATTTTA ATTAACTATT TATAATTTAG AAATATATAA TCTAGAGATA 60 

TATAATCTTA AAATOATAOG TAAAAATACA TAAGATAGTA AGAATAAAAT TAGTAAAATA 120 
45 AATAGAAAAC CATAAGTTAA TTGATICATA AAGAAAAATG GAATTATTTC TCQCATCTTA 180 

ATTTTTATTA TTTAATIGAT TATTATCTAT TTAACATAAA ACATTTTAAA ATGTTATAAA 240 
50 ATAAATAAGA AATTACTTAT AGAATATTTA TTAAATAGTA TTTAATTTAA TTTTAATATT 300 

AAATATAGCA TITITATTAA TAAATAGATT ATTAAGTTTA TTAATATTAA GTGATATATA 360 
55 ATTTAATTTA TATAAATTAT TTAAT7TACT TCATIGATAT ATAHAATTAT TAAATGTACC 420 
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TT1CATAATA TITATITm TrAGTCTAGT AATATTTCTA TTrAATASnr TACCCTTTAA 480 

TTa^TATEA ciacc^ta aatatttacc ta^taatata ttatiaagaa tacttaaatc 540 

TAATAATTTA TTATCTAAAG TATATAAATT AATTAAACTT TTTTATTATT ATTTAAATTA 600 
TTATTAATTA GTAAATTATA TTTATTTATT TIA2TAACAT AAimTTOG ATAATAATAT 
ATCATTATTA AATGGTAATT TATTAATAAT TATCTTAATG A 
(2) INFORMATION FOR SEQ ID NO:702: 

<i) SECUENZS CHARACTERISTICS: 

(A) LENGTH: 728 base pairs 

(B) TYPE: nucleic acid 

(C) STRANneCMESS: single 

(D) TOPOLCGY: linear 

(ii) MOLECULE TYPE: ENA (gencnuc) 

(Vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1462UP 



60 



3S SECUENCE DESCRIPTION: SEQ ID NO: 702: 

GATCAATTAA TAAATGGTTT AACTAATAAA GTTAATAATA AATCTATTAA TTATATAAAA 

40 CTACCTGATT TTATTGAATC AAATAATATT TTCTTAATGA ATACTACTAA ATCATCATCT 120 

ATTGAGTTTA TATTAAATTC ACCACCTCTT A1TCATICAT TTAATACTCC TCTAATTCAA 180 

45 -TCmAAATA TTCTTAATEA TTAAATTATA TAATAAAAGT TAGTGGATAT AGITTAATTG 240 

GTAAAACATA TGTTTTAGGG ACATATATCT TCACITCAAA ACTGAATATC TACATATTAT 300 

ATCATTAATA TAATAACTCT TTAATTAGAG TGGTACCACA A^AATOCTGA AAOCATTAOG 360 

<37TCTCrACC TTAOCrCTCT AATTAAAGTT ATAAAATTAT CTEAACTAAT AAAAATAATT 420 

55 AATTAAATAA ATAAATAATT AATTAAATTT AAAATGTTTA AAAAAAGAAA TAAATAATAT 480 
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GTTATATTTA AATAGATCAA AATTTCAACA ATTTCCATTT CATTTAGTAC TJVXATCACC 540 

ATCACCAA1T GTTACATCAT TIAGTTTATT AOGTTTACEA TTAACTTTAG CIT1TA CTAT 600 

ACATQ3TATT ATTGCTAATA TTTATCCTTT ATTATTATCT TTATTACTAG TTTTATTACT 660 

AATAACTITA TCATTTAGAG ATAT03TAOC TCAACTTACT TATTEAGGTG ATCATACTTT 720 

AGCTGTAA 728 
(2) INFCJRMATICN FOR SEQ ID NO: 703: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 688 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEECMESS: single 

(D) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: EMA (gencmic) 



(vi) ORIGINAL SOURCE: 
30 (A) ORGANISM: PAG1463RP 



35 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 703 : 

GATCCCTGAG 'ICTCCTACCA AQGAO^TCGA GGAGGAQGAC ATOGATATCG AGCAATTGAA 60 

40 QCAQ3AGATG AAAGGCAACA AG3A03XTC TCCTTTGTAA GCTTOCTCIT TOCCQCTTGT 120 

GCTAGCCAAT OGTTGCTGAG ACTATCTAAC TTGTATACAT GCCGOTATCG CQ3CACGCGA 180 

45 AOCGAACACT ATAA1GTATA IGTCAAGTTA AAIACATCAT ATATIAIOT GTQ3CTCAAG 240 

03TCTTAAAG ATGTCATAGG ACAGICGCGT GCTCAGACAC AOGAATATAA TCATAATAAT 300 

50 AAATATAT33 COJIXZAOCTT CATGACCACG TCAAGCCTTC ATACCAGAAG ACACTTCTAG 360 

GAATTTCKZA AC33GAGAGA AAACACTAGG GTCTAGJICG 1CA3TCGTCA AGGACATCTC 420 

55 CTCCICGGTC CACAAGTFGG CCTCTGGTAC ATAGICTGGT 1CACCGACAC CCAATAAGCC 480 
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AOCGTGCGCA COCCAATCGC TCACAOGTGG AAGCTGTAGT GTCTICOCA OGTICATCCAT 540 



GXtTICCAAT AGGACATCCG AIMGTeGTT CGICTO3CCT GGA7TAGGAA TGATACOGAG 600 

TCn7TO33TC CCCOGTOGAA CCGTAGGAGT TGAAGGGCCT GTaCGTAGAT GCGATGCTCT 660 

CCATCAAAAT GTCGGAAGCA 03CTTO3CT 6 gg 
(2) INFORMATION FCR SEQ ID NO:704: 

(i) sequence characteristics: 

(A) LENGTH: 704 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: UNA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1463UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 704: 

35 GATCAAACAG TAGAAGTATT AGAGCTQCTT GCAAAGGGCG TCATAAACAA GAGAGCTGTA 60 

ATGTCGACAA ATTAAACAGA AAAATATCAT TATLW7PGGA TAAATAAOCA ACTTOCACTC 120 

40 AGAGTATAGT TCTACATGTT TATTCCGTAA CAGAATTTCT ATCCAAATAG TTTAATTCCG 180 

TTTTACTTAT CTAOGGAGTA GCftGTGCAAG AAOCTTGTAT CCCAAAAIOC TttGAGGGACA 240 

« TGCAGAIGTA TAGTAAAGCA ACGICTGTTT CTTTGGATTT AGCAXOICA GGCGAACAAA 300 

AAAAATAGAA SGTCAACAGG GATTGOGAAG TTATGAGAGT TGATATOTIT GTCCATTAGT 360 

50 AAGTCATTCA GTTGATATGA GGTOCTTAAA TGTTTGTAAG AM3CAAGAAC GAAGAGAGAT 420 

ACAAAATGTG CAGTTGTGAA TCGTGAAATT GACACCAGAG GftCGTCACTT CCCGTTGCCA 480 

55 mv^r^TT^-A ATTGCTTCTC GAGCTGCTCA ACCTTGCGCT GTAAATCTCT ATTGACTTTC 540 
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TrmjTParr ocaattcaat Aroaima* ticgatcttc catagctgag cwmuc: eoo 

ATCTCCKJ3T TCTCTiTiGT CAACATTKX5 AGTCGGACAA TOOCTTCTC AGCGAGGGCT 660 

TCITCOTCAT AACGOCCGAA TCaOGTAACG GAATTAGAGG GAIT 704 

<2) rMTCRMATTCW PGR SBQ ID NO:705: 

(i) SBQUENZE CHARACTERISTICS: 

(A) LENGTH: 699 fcase pairs 
(BJ TYPE: nucleic acid 

(C) STRANDEXNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1464RP 



(xi) SEQUENCE DESCRIPTION: SEQ 3D NO: 705 : 

GATCGAAATA ACTICCGCTG AAAA03CAGC AGAQ3CAGCC AATGGTCAAA TGGAGCGAGA 60 

ATATCCACGA TATITCTAGG GTAC1GTTGC TTGCCAGTTG GTGCTCGGAA ACATAACCCT 120 

CAAT33CGCC CAGTGTGTTG TACATACCCC ACACCGGAAA CAGACCCATG AATGACCCGA 180 

40 AAACCACCAG CCACGCQOGT AAGCCGCCAT CCG3GTATTC GTTGGAGTTA TCGAGATATG 240 

CGCGTKTTC TTCCTCTACC TITICGTCGC TGAGAGOGAC AGTCTGCTGA GCGZACGTGG 300 

45 TCGTTX333CC ATCGCCAAAA AGCTCTTTGT CGCCCACAGC TGTG3CTCTG C03CTGTCAG 360 

ACGATGGGCT GACGTCTAGG GCTACGGGCT <3tfCGCCATG CCGTACTTGA AD3CIGTCCT 420 

50 TGTCGATGAC CACCATCGTT CCTAGCACGT ATGOGAGATG CTOCGAACCG CGTCAGCGCC 480 

ACCACAGACC ATCTATCTAC TTAAATACCT AATTATCTGG TGTCCAGCTA AAAATCCGAG 540 

TATCAGTCAT CCTGTO3033 CCTTATCACC CATTAGGGTC 03CT1TGCGG TAGTGCATTA 600 
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CCCT033J3J GATTCATCCT CCAAAATOTC TCAAGCGAIG CCTTCATnX GAGTCTACAA 
0330CAGMT CCAAD3GGCC AGGAGGCAAC TAATAGAGG 
12) INFORMATION POR SBQ ID ND:706: 

(i) SEQUENCE CHAFACTERISTICS : 

(A) LEN7IH: 710 base paixs 

(B) TfFE: nucleic acid 

(C) STOANE6XNESS: single 

(D) TOPOLOGY: lineax 

Hi) MDLBCULE TYPE: CNA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1464UP 



<xi) SE5^JE2^E DESCTamCN: SEQ H> NO: 706: 

gatcttococ nrncnui gaoogqggtc qttgtagtat TGrrarrcer taatgtk3ga 

GAOGAAGAQ3 GCGCAGAGGG GTCTO333AG GCACOGGIGG AAAGGGGCCT 
GTCGGOGCGT TGCAGGGGCA GOGCGOGGTC GTOGTGGTCG TAGIOGTGAT GTTOGGGOGC 
GGGOGGOGOC GACTCTGCGT CCAG03GGTC GCCGTC32AC GOGft333CCG AGAACTOGGC 
GTOGOGGAAC TCGTACTCCT TCIQ3Q03IC CTCGCGGC33 CGCTTGGCCG GC333ICCAC 
GGCACGGCGC GOGACCTPGA GCCCGTTQGA GATAATGAAC T7GTGTTCGA COGAQCCCTT 
CGGATGCTTC TTTCCGCCAT TGCGT7IGGG Q333330G7C TOCGOGTCOG OCACGGGCGC 
GGCCGGOGOG GCATGCAATT CGTTCTOG*IC TGGOGAGACT GGGG3GGGAT AAACTOGOOC 
AGGATCGOGT CCACGTTAGT GAG3T0Q0GG TTOOOGTCCT CTGCGGCIGC GTGGTGGIGG 
TTGGOGCGGT GAGOCGOGTC CAOCGCGTCC TCCTO3TGGG QOTTGOGCTC CTCCTCCGGC 
ATGCCCCGTT G33CTOCATG CCTCCAATCG ACTKXJftOjT CGTACGATCC CATCCAACGA 
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ACCCOGTRPC TTATCTC3AA GEAT3CCTGC ATWreTATPC T37TCGTTCA 710 
(2) INFORMATION FOR SE£ ID NO:707: 

(i) SEQUENCE CHARACTERISTICS: 

(A) UEN3TH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 



, 5 (ii> MOLECULE TYPE: ENA. (genatdc) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: P/*31465RP 

20 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 707: 

CATCCACTTC TTTGCOCACA AGACATTCGA GGQCGGCAAC GACIGCGAAA TCTACAACGA 60 

(XCGCGCACC ATCCOCCACA CO3TCC0CTC <XCCGAGGAC ACCGTCAGGA TOCTCAGAGA 120 

gcigttog?c ctgtacqcgc ccocqctagc tagtictttg taattgctcg ACATTTACAA 180 

TGCATATTCC TATATACACC CO30GCAGCG CTGAGCTGAG CAOXGTACG TACCOCAGCA 240 

CGfiGCGCAAA CGTACCCGTG CACA03COGA TCACOCACTG CAIGACCIGC GICITCACCG 300 

AGICGATTTG CATCTTCATA TTACIGACCT CCIG3TCAAT TOGCGTGTCA ATCTCCTIGA 360 

TCTGCAGATT GTGCTTCCTG OCTCCTCCC GGATOCGTCC CTTTTKXAAC GAjAGATOCA 420 

GCTTGAACCC TGCUriUJOC TICX7IGATCT CCTUICGGAG CCXX7ITOCGC AGCIGCTCTA 480 

GGTCGTTTCG AATCCGCTCC TGTTCGTTCT G3ATGGAGTG GAIUICGCTG CGGTCCX3CCG 540 

TCAGCAGITG GTCCCGCAGT TTTGCAAAAT OCACCCGCTC CTG3TACGTC ACCTTCGTAA 600 

GCTTCTCGCG GGACGCTAGG TCCTGCGAGA CATGCGTCAC aXCOTXGC AGTGCGTCCG 660 

ACATGATATC CACGATCOCA TTCCOCTGCT GGCTTOCTGA AGT 703 
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(2) INFORMATION FOR SEQ ID NO:708: 




s 


(i) SEQUENCE CHARACTERISTICS : 

(A) LEN3TO: 619 base pairs 

(B) TYPE: nucleic acid 

(C) STONDEENESS: single 




TO 


(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: UNA (genanic} 




15 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1465UP 




20 


(xi) SEQUENCE D2SCRIFTICM: SEQ ID ND:708: 




25 


GATCCCGCAA TAGCTTGATT CGATO3ICTC GT03CCTACC TOU1UGACTT CTCTTGCTOT 


60 




TCTCTATGTT LL.T'lULTUAL.' GGOJGGAAAA CCACTACAGC ACAAAAAATT CACAACCTCC 


120 


30 


03C32ACCAG GCTiTlTAAT TAG33CAATO GCAGCGAGTC CK33TATATA AGGCAAAAGA 


160 




CQ33AGGCGG ACAOCTACTA CA03CT0ATC GAG3CATGGT AlOTTGCGCG ACAGTOGCOG 


240 


35 


CAQ3GGGCAG GACTAACCTT GATGTTCGAT AGAATGCGTT GTACAACCAC GCGGTGAAAC 


300 




AGAAAAAGTT C3CTO3AGCAG GAGCTOAATC GATTTGRGCT CG33GTOGCG GCGCCGX7K3G 


360 


40 


G3CIGCAGGG TTCCATATOG ACGGCACTGG TGGGACTGGA GCGCACAATT GAGCAGTATC 


420 




AGGOGCAGOT GGCGCAAACG GGCAGCGGCG CGGAAGCCQG CAAGCATGCG C2033CUIG3 


480 


45 


QCGAACTGAC GGACJIGGGCA ACGAACGCGC GGCGGCGGTT CX»G33GCTG CGGGCCGCGA 


540 




OCA-roCAQCC GGTOGCGTTC CAGAGCGGGG CGGCAQCQCC G3AGGGCGCC GTGAACCAGC 


600 


50 


CGGCGGCGGG GGCQCGCAC 
(2) INFORMATION FOR SEQ ID N0:709: 


619 


55 


(i) SEQUENCE CHARACTERISTICS: 
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<A> LENGTH: 715 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELNESS: single 

(D) TOPOLOGY: linear 

<ii) MDLETULE TYPE: ENA (genomic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1466RP 

15 

Cxi) SECUEM^E DESCRIPTION: SB2 ID NO: 709: 

20 GAICTCTTAC ITTTOTftCT CACCAATGTC TITAACAGAC AQOCAGAGTC A033C003CA 60 

OGOTATCTOC 03IGCT33CG CCATOCCCCG CCCCIQ3IAC TOGOXGCTC GTOCTOX03 120 

25 TPGICICfCA GCAACGGAGC TTOCTCCAAT T333CTQCAT TCTCCCGftCC ACASTCTGTT 180 

TGTCAOGTGA CTCTCAGCCG TCCOGAATGT ACATTTCTAT TTATCT7CTT CTTOZCCCCT 240 

30 TGCCGCCfiCC ACATOCOCnxS 0CO3GCAGCA CACCGACOGC GCATCGCGGC CCTO3CGTT0 300 

GT?GAACTGC GCACAGCACG TGTACAGTGC CTCCACTGCC GCCG332AAC GGCCCTCCTC 360 

35 GTOCOCTGTG OGTTTCAGAC ATQ0CTO3AT CGCACATGOC TGGOCCTTGC ATGG3GGCTG 420 

TCCCTCTGOG CTGOOCTOCC TATKJTOCAT uriTHJIUlT CTATCTGTTG GC003TACCA 480 

40 CGTTGTTCTA OCAGAGTACA TIGTCQ33GT GACCOCGTGT AATGTCACCC CGTO3GCCAC 540 

AGATGACCCT GOCACATOOC TCATTTCTTT GACCCCACOG TOOCGCGAGA CG3XXZACAT 600 

45 GGG2CGTGCG CftCTCCGACG AC7>O0CACGG G3CX»^ACTG C^MGtTTOGC AGGTGCGGAT 660 

GAGTCAAAAC AAACCAGGTG TG30GCTGGG CG3^IGAAAA TCGACTCATA GAGAC 715 
50 (2) INFORMATION FOR SEQ ID NO:710: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 694 base pairs 
55 (B) TYPE: nucleic acid 
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(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MDLEEULE TYPE: ENA {genomic} 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1466UP 



so 



ss 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 690 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 

(D) TOPOLOGY: linear 



rs ^> SEOUnXJE DESCRIPTION: SEQ ID NO: 710: 

GATCTTAITA ATTTTGATGG TQCTA3ATTC TAAA2TCAAG TAATGATAOC GCCTGATGCG 60 
20 GTAaTTAOCT ATACAIATAA OGCACAGTTC ACCATCGTCT ATCCGTGTAT GAAAATCACT 120 

OCAGCCGTGC GACACGCCAC GTGTAATOTA GTGAGTITCA ACTICTTCCT CCTCATOGGC 180 
25 AGAAAGTTOG CCCCCQ3G3G TGAOTrTCTT GACCCCC1CC TIGAGCTGCG OSATAAGGCT 240 

A3TCTCOCTT TGAGCATGCA TOCGGATACC CTCTAGPGAC ATAIGAGCCG AATCTGCACC 300 
30 ATCTAAACCA TGTTOGCTGT TCCT3CCACT GGCAGCTGCC ACTITGGGAC TG3ACAGACC 360 

TGICTGTCCA TCTTTGTAAG AATCCTCGGT CGTTGCOGAG TIGGAATTCA TCGITCCCAT 420 
35 AGTGTGCAAG ATTTTCTOCT CTIUIGTTAG TTCCAGATGG CTACCTGTCA GftlTGRTCAA 480 

GGACCIGCCG CTITEACGGC COSAGAGCTT GQGCAGA^GA GATTOCOCQG TTOGCGTOGC 
40 TICftCCAAGG TTIGTAATGG AOGTCJP3AGA TCTOGGAGTC CTTGGTAGTC TCAGACAOGA 

ACCAC33GCA TCATGTATCC -ACTTOGCAAC AAGCGAAGTC CAGCO£ACT GGTGTGATGC 
45 GOCCAAGCCC CTACCAGTGT CftCCATGGAA GTAT 

(2) INFORMATION FOR SEQ ID N0:711: 
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(ii) MDLECULE TYPE: EMA (genomic) 

5 (vi) ORIGINAL SOURCE: 

{A) ORGANISM: PAG1467RP 

10 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 711: 

GATOGCAGAC TCOGCCOSAG AGACITTCCC ACCIU333CA CAOTTCTTGA AAGAGAGCTC 60 

CGGCCGTIGC GTOCCAGACT CTTCTTTTATC ATGTCCGTAA GACCMCGTT OGTOCCA33T 120 

AOSOCCTTCT TGITCGTGrT TCCACCAATT GATCGAATIT GAGACGTGAA CCTCTGCGGA 180 

TPCRRKCTAT TGAGCACACC ATTGGCACCA CTTGACCCCC TICGCTCTGC CATCCCTAAT 240 

OGTCCTATCC TACGGCCGGC TAATAAGTTA CTACCAGACT CTGCOOCTCA TCTOCGACTC 300 

A1GTTATCGT CTGCAGCCAG ATOCTGTTTG TGAOCCGATC CAAATCATCG AGTACGAATA 360 

30 ACCACGIGAC CATTATTCAC GTGATGAATT TOrGGTOCC TGTTGCCGAC TCTTACTCCA 420 

GGTTAACCAT GACTAGATOG GCATACCTCA GATACGTTAT TCATGGGATC CGGAGTTGCC 480 

35 GCGIGG3CCG AACCGCCCGG TGAATCTGTG CTGACGACCT AAAAAATAGT GTGOSCAAGC 540 

TTCCTTAATC TGIGAGATGC ACACIGACAA ACTTGAAOoC TGAACCATCA AAGCGATACG 600 

40 CCTCATGCAC GTGCTCAATA AGGTOCAGGA AGTCTCGCAA TC<9COCAAGC ACAOTSTAGA 660 

TTGCAAGACA CAGACGATTG GGTT3TGCCA $90 

45 (2) INFORMATION FOR SEQ ID NO.-712: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 700 base pairs 
50 (B) TYPE: nucleic acid 

(C) STRANDEXNESS: single 
(D> TOPOLOGY: linear 



55 



(ii) MOLECULE TYPE: LKA (geriatric) 
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<vi> ORIGINAL SOURCE: 

(A) ORGANISM: PAG1467UP 



(xi) SEQUENCE CESCRIFITON: SEQ ID NO:712: 

GATCGTCCGA GIOCAAATOC ATACCAAAAA TGTGGACCCA OJIA0333AT TCGAACTICT 60 

CGAAGAAAAA TAGOCTCAGT GAAGTGCCCA ATTGCCTEAT tt^ICGTTTTG CaGfiOZATAT 120 

^GAAATUTOG GACAAGGCGG TGGGGGGGCT TCTTXJ3AOX GACGGASGAA Q33ATCTGGG 180 

CGGGAATTaC GGCGGTGAGA Q3CAG3GGTG COGAAGftGAA AAAGGTGAAG OGJKJTTGTTG 240 

CCATGAGCGA GATGCAGCAG CCAATACCTA TCCCAATO3T AA&3GAGGCG G1CCAGATGG 300 

CCCAATQ3CG GAGGSCAACA G3GCCCGCGT CCITmGQG COGTCTGCGG TGCTGTITTCT 360 

TGSOTTGAC GGTCACX7TCG GTTTCATAGC 03SACTCGGA CTGGTTGCAA AGGTTGTQCA 420 

QGTGC7TGAG CAGGCmiDC TTCVCGJXJJT G3TTGGACAT GATTATAGGG CK3CAGTATA 480 

CTCGGA1GCA TTTGCGTGCG GTGTAGCGCT TCAGGAGAGC CODCAGCGTG CTX7ITCTGGC 540 

OTFICTGGCA CA03XJAATC ACGGTOGGGC AG3G03CCTT CTCGCTCAGG COGTCCAAGA 600 

GCTCTO3D3C CTCTXXTATC TOGTGGAAGA CCACCATAAC GGOGAGGTAC aGCTGGCCCA 660 

CGTCCCAGCG 03TGACCATG CCGAGGTTCT TCACGTCAAA 700 
<2) INFORMATION FDR SEQ ED NO: 713 : 
(i) SEDUENCE CHARACTERISTICS: 

(A) LENGTH: 689 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELTESS: single 
so (E>) TOPOLOGY: linear 

(ii) MDLBCULE TYPE: DNA <gencnric) 

55 (vi> ORIGINAL. SOURCE: 
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(A) ORGANISM: PAG1468RP 

<xi) SEQUENCE DESCRIFTIOI: SEQ ID NO: 713: 

GAICTOGTCG CTCATK7ICG AOCTOCAAAA AGK?ITCAGA AC<y^AGGCAA CATGTGTTTT 60 

TAATCCTACG GCCGTGQCCT CAGAGATIGT TCACTCAATC TCGTTCATCA TTATGAA.TO3 120 

GTCGCCGGCG CCTCOCGQCC TOGAACCCGC GOCACACGGC CTOCGCCGCG CGCIGCCCCG 180 

CTGGGCCACG CAGGGICCAA AACCCACCCA AACTCACCGC GCCCAGCCGG CTACACCGCC 240 

GtCAGCACGT CACGTGOGGT TACOCGCCCT GCCGGCACTG AAAATTTTTC GCO30CAACA 300 

CmTCGCGCC OGAAAAAGCA AXITGCCGQC CAACCACACA ACGATCTGTT AOCGAACAGG 360 

ACAOSACICA TGCOCCGTTC CCTTCTITAT TTATITIACTA GCTCCACATA GAT ATl ' I ' iT G 420 

ATMTEATA.T OSIUIUITIT CCTCCQCACG COGCAACCCA QCACTTAGCA GACCAOGGGG 480 

QCAG33ACTG ACACCCAGCC AGAACAGAAC AACAACAQ3Z GACCTTACAA TGAGCAIQGA 540 

AACGCOCCCT GTAGATATCG ACAACATCAT CGAOOGCTTG CTGGAGGTGC G33GCTCGAA 600 

GCCOGGGCAG CAGGTGGACC TCGAAGAGCA O3AGATO03C TACCTGTGCT CCAAGGGCCG 660 

CAGCATCTTT ATCAAGCAGC CCATTCTTC 689 

<2) INFORMATION FOR SEQ ID NO: 714: 

(i) SEQUENCE CHARACmUSTICS: 
45 <A> LEN3IH: 620 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY : linear 



25 



30 



35 



SO 



(ii) MOLECULE TYPE: CNA (gencrnic) 



(vi) ORIGINAL SOURCE: 
55 (A) ORGANISM: PAG1468UP 
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<xi) SEQUETJTE DE5CRI PTICN : SEQ IDNO:714: 




5 


GATCTCAGAA TTATC33CTA OZAATTCATA TTAGCATACT TAAXTOGTG3 TAAATACTTT 


60 




Q3CATCGCAT CTAGACATAG GAAGTAACCT CAAAAAAGCT ACGCAGATAG TAAACCTOGA 


120 


W 


AGAGAGATrG OXAACAACA AOGGCCAGTT CGAAAATOGA CCACCACTTC AOXTGTCAT 


180 




TTXTTAGACTC AGCAGIGTTC C1VIU1UIUC GITOXGAAT CTCCAIXJEfiC TCITOCIOgr 


240 


IS 


T2ATWCITC CATTCTGAGC A1QGAGAGCT TOOXAOD3C ACXXTCTAGC GK7ICCGAGC 


300 


20 


TOGAATCSGC GSCAT00G33 GAGAGAACAC QGfraGGTATT AAAOTIGACA TCCTTAGTCA 
GGTAG0CO3A ATK7KX7TIC CCAAAGCAGT ACIQ3EATIT GCCATCTCIA. GGCGOl'l'UJA 


360 
420 


25 


AGGTCAACIC AOCGTTX33AC GfiCOCACGCT GQQCATCCAG CSCIGftCCGT COGTCAATOC 
CCTftCAOaG CAGGTCTCCA GfiCAGCTCIT GATCTCATTC TO03IUTCIG mTTTaATT 


480 
540 


30 


GATAAGIGAT TCTCAGCAOS TCAACTGCTC AAAGAAACAG CGCCGCXXGT 
AG33333AAG AAGTACATTG 


600 
620 


35 
40 


(2) INFORMATION FOR SEQ ID NO:715: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 686 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
<D) TOPOLOGY: linear 




45 


(ii) MXBCULE TYPE: ENA (genanic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Pi»G1469RP 




50 


(xi) SEQUENCE EGSCRIPTICN: SEQ ID NO: 715: 




55 






X)OOf> «-PP 


978 





EP 0 866 129 A2 

GATCAACTAC A1CT3CGAGC AGCAGCCGAA TTCTTAAGCTIG GCCA3CATAG CATATGPCAA 60 

5 GIT33CTO33T TICTICAACC TTTX3CCCGGA GTCGAGCCAG GCACAGGAGC IGATTtJIGTC 120 

CGAGCTCAGA CAACTCTTXC TGCCGCTGTA CAGGGGCCTC TTO3IGAGGC CIG33GAGGC 180 

, 0 AATGCATGIC ATT^CAGGACA CGTX33TCAA Q?ICGAGTCG TTTATCCAGG ACGACAAGOT 240 

CTOSCACGGC QCOG^GOOGT GCTICQ37IC 03CGCTOGAG GC03CGCT0C T03DXTO3A 300 

, 5 CACTGCCACC AATOGTAATG G33GCAAGAT CATIGCGACT CTGAACACGC TOCOCACCGT 360 

GGGCAACGGC AATCTGACGC TOCGGCGCGA CGACGGCCTC AAGAAGAGCC TGAAGIGCGA 420 

p 0 CAACAGCTTC TACACCGCGC TCGCGGACAG GATOZTCAAG GCGTACGICG GCCTOGACCT 480 

CTIUIGCACA GGCAGCGCCT TCATQSACTT TDCCACOC7IC GGCCACCCCG TGCIGGCCAC 540 

25 CTCCGGGACG TTCCQCCACT ACTCGAACTT CCAGCTCGAC GCGACGAGTT CCCGCTGGGT 600 

CAACGACA1G CTGCADGCCG 1CAGCAGCAC CGTO3GCTAC CAG3CGCAGC 1CAAGGIGCG 660 

30 CIXX7TCCTO3 033CTCT03T CACJTCG 686 

(2) XMPCRNKriCM FOR SEQ ID NO: 716 ; 

35 (i) SEQUENT CHARACTERISTICS: 

(A) LEMSTO: 572 base pairs 

(B) TYPE: nucleic acid 

(C) STOANDEDNESS: single 
4<? (D) TOPOLOGY: linear 

(ii) M3LECULE TbfPE: DNA (geriCITUC) 

45 (vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1469U? 



SO 



65 



(y±) SEQUENCE DESCRIPTION: SEQ ID NO: 716 : 
GATO33QCGA OCAGGACTAG AGATGAGCAG CAATGACAGT CATBOCTCC TGGTTACCTT 60 



979 
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caaactcttc actxttcctca tawjnxsn acctgatgac tcxttcttat tctctgtgtc 120 

s AraCGCGCCC GTCTW33CGT CTTCGIOJIC CTOCTTCTCG ^«XXV^CTG 180 

03TCTTAGTC AGCTTCAGGT TQCCGTTCCT G033I0333S CCAA303XG ACG033ACOS 240 

10 A033crmr gccagcctgt otctcagaga cttcttcctg COCACCGTGC TCTGCTTCAT 300 

COCCTCTKTA GCGACAGGGG CO3DCGGC0C GCCGTOGAGG AAOoTCGTGG AGCCAAGCCC 360 

, 5 CTGTGTCACG GGCCCATGCA G^AGSTCCGC S3TITACCTTG GO3T0GAACT GCGTCACCTC 420 

CGAATGOTTC TTGATAGCGT TCACOGTCGA CCACGAGCGC TC3CCGACGT CQCCOCGCGA 480 

20 ATACAG3TAC G?^7IXX7T03T CCTCGTCGAT GCCGAAGACC TCGTTCATCG CAGACTTGTG 540 

TGCGGTGGCC CCGACAACGT OGAGTTCGGC CG 572 

2S (2) DIPORMATION FOR SEQ ID NO: 717: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 699 base pairs 
30 (B) TYPE: nucleic acid 

(C) STRANDEENESS: sixigle 

(D) TOPOLOGY: linear 

35 (ii) MDLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1470RP 

40 



4S 



50 



55 



(Xi) SB^JENCE DESCRIPTION: SEQ ID NO:717: 

GATCTTGCTG CTATCCAGAA ATQ3GAAGTT CITAGACRAC Q33GAATTAA GCOCCnTTC 60 

CAATATTTTG AGCGTCGTTT CATAGCTCGG AAGACGCAGC ACAAGCCCCC CCAGTAGTGT 120 

CTGTTCATGT T03CTCATGA AAGGTGTCTC TATCAAATCT AGCTCCATCA TCGCAGAGTA 180 

GTTATTATCT TTCTTCCAAG ACAGACGCAC ATGCCGCAAC TTCGTCAGGA TTACAGTAAA 240 



980 
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ATAATOGTAG AAC03333AC TCACAGAATC GACGACCQ7T CGAAATGAAG TCGXCCUIA 300 

5 GAAGATOCTG 033CCCTOCT TCTCTATCAC AAGATOGA^C TGTTCAaGS 360 

O^CACajH3 CCCATAACCT QCTTCIXXAT GMCXXTTQC GOTACCATCT OXTCTTCAT 420 

,0 C03CXXGADC TCAGTCTCAA QCTCGTCGAT CCCTtQCAQC AGCTCCACA.'T TO3XGTICG 480 

AGCIT^ACAG TTCACGTOGT GCCTAAACTC AG\CAOGTAC ACACACTCGG 540 

15 CCAOXCCTT CCCAATACAT TIAGAOCACT T033XQ3CC LTlUrmOC TTGA0333X 600 

GCTTQ333ZA GAACACG3AC GACTTGCTCA CCTTOCQCXT (XJITTICACA ATCTKXrAT 660 

20 CATOCOXCA OCTTCAOCAA AATGAGIAG 699 

(2) INFORMATICS FCK SB2 ID NO: 718: 

25 (i) SB3UEUCE CHARACTERISTICS: 

(A) LEN3IH: 655 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEEKESS : Single 
30 <D) TOPOLOGY: linear 

(ii) MDLBZULE TYPE: DNA (gencmic) 

35 (vi) CRIGIMAL SOURCE: 

(A) ORGANISM: PAG1470U? 



40 



45 



SO 



ss 



(XX) SBJJH^E DESCRIPTION: SEQ ID N0:718: 

GATOXOGAC GTGGAACACT Q3CCG3AGAT Q0333333X ATCCT33TQG TITCT3333A 60 

CC03AAG3AC ACQCCATCGA CGAOCajTAT GCAGCAGACG GT3CACACGT OOGACCTCTT 120 

CAAGGAGCQC GT03CGACG3 TQ3TCCCGD3 GCOSTACQGA GAGAT3GCOG CQGD3ATO0G 180 

OXQ33CGAC TTOXGACCT TIOCGCOXT GACGATGCAG GACTCGAACT aTITTCACGC 240 

CACCTGOCTG GACTCATTTC COCCGATCTT CTACATGAAC GACACTK3X QXQ3ATTC7F 300 



JSDOCID: <EP 0866129A2J_> 
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- 




caagctgtgt c^octgatca acc^itcta caacgagaoc atcgtg32gt acacgttiga 


360 


s 


Lv*a*wiGOG AALX3CGSIQC TCTATTACTr OXX3GAGAAC GAGGC3CGGC TCTOCGGCTT 


420 




CCTCTCTGCC C7K7ITIX3XG CCAACGACGG CT03GAGACC ACGTICTCGA CGGAGCAGCG 


480 


10 


CQ3ZACTTCG COOCGCXJTT CGACGAGTGC GIGCGCGGCA AQCTICCGAC CCACCTGGAC 


540 




GACGAGTTOC ACAGAGGAGT TXCUJLVIV ATCTICACGA AG3TCQ33CA Q3QCCCCAAG 


600 


15 


ACACTAAATC CTCQCTCATC CACOCCGAGA C033CCTOCC COGCTGACGC TATTC 
(2) INFORMATION FOR SBQ ID NO:719: 


655 


20 


(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 708 base pairs 

(B) TYPE: nucleic acid 




25 


(C> STRANEdKESS : single 




(D) TOPOLOGY: linear 
(ii> MOLECULE TYPE: DNA (genomic) 




30 


(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1471RP 




35 


<xi) SBjmiCE DESCRIPTION: SEQ ID NO:719: 




40 


GATCAATTAA CTATCTAGAT GAGTCIAATr AATTAATATA CTTAAAAGTC CCGTTAATAT 


60 




CATTAGCTAC CCTATCGGAA CAGACCGTCT GCTACTACOC OSAAAGQGTA AAGCAGTTGT 


120 


45 


CAGTCAGTAC TIGCTGTTGC TTAT33AATG CCTGTCATAT QCCGGCAGCT TGTTTGTCAC 


180 




TGGAGTACGG COCCTCQCCC CTIQCAGAGG GTACCCAflGA TTCTGAACGC CAAGGTACCA 


240 


50 


CACviH_^Hi <^ACA r ICTUC TO3ACCTCTT CCAAAGTCAA ACCCTTTOIC TCQGGGACAA 


300 




AGAAGAAGAT GTAGAAGAAC GCAAAGATCA AACAACCCAT GAACACGTAG OCGTAGTAAA 


360 


55 


ACCTGATCGC ATTGGTAATG TATGGTGTAA AGAAGGCGAT CAAAAAGCCC CATATCCAAT 

982 


420 


NSOOClOr<€P_ 
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GGOSATAGCC AIOCCCTKJG CTTTGM7TCT TAATO33AAA CJK7KXGAAA 480 

5 CAATGACATA C02AATT033 GCCCAGGTAG TTOCAAAGAA GAAAAATGTA GAGGCAGOTA 540 

AAAACAATCA TAGCATTGCC TGCCGGTCTG GAAGAAGGCT GATCGGGTCC ATTOGGCCAT 600 

, 0 AGTCTTGTCA CAOCAAOGGA Q3CAAAAATA ACCATACAAA CTSXATTOC CGCGGCACCG 660 

TAGAAGCAAA CATTTOCTCC TOCCAAATT7T A1U3ACAGTG TIACATTG 708 

,5 (2) INFCRMATICN SEQ ID ND:720: 

U) CHARACTERISTICS: 

(A) LENGTH: 718 base pairs 
.20 (B) TYPE: nucleic acid 

(C) STHAMCELNESE : single 

(D) TOPOLOGY: linear 

25 (ii) MOLECULE TYPE: UNA (genemic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1471UP 

30 



3S 



40 



45 



55 



(XX) SEQUENCE DESCRIPTION: SEQ ID NO:720: 

GATCTT03CC T7XTTCTACA T3TTCTK7TT TGTQCCAGAG ACAAAGJU l ' l ' TGACTTTGGA 60 

AGAG3TCGAG GAGATGTGGC AGGAGGGTGT GGTCCCATG3 AACTOCGAGT CU1X33ACTCC 120 

TTCCTACAAG AGAAATGCTT A03AGACTGA Q3AGGTGAAG CCAGAGAAGA CCTGGGCTTA 180 

AAAACTTTAA ACTACAAACT TITITGTTCT OCTAATCATC COCTTAAAAC CTAAACCTAA 240 

TCTATGTTCA TTAATATTGT TATGACGTIC ACGAGATAGC ATATGTAAAT TACTATTAAA 300 

AATAT3CGAT TAATCTGTAT TTATEAGTTG TAATTOCAAT GCCATATGAT ACTGCAAAGC 360 

AATACATGCC GAGATAACCA ACGOCACTGA GGCGQGfiCTG GGCCCCTICT CCG3CCCG3C 420 

GAACATGCCT GTOGTTGGTG GXCGO?nX OXJICGCCGG CCAGCCGGAT OOCCGTCGTC 480 
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Q7ICfflw - v u^-'mcAA acttigtaat cgagcsggaa attaagattc gttataaatg 


540 


5 


ATATCAAATT TTTCGTOGTT TCTTTTCAGT GfiGTAATATT C7TICCGGCAC COCACGCOGA 


600 




TCATOXGCT ACATGGCACA GGGCCAAK3C ACA3GTGCTA AACIATTGCT TTOITOCGT 


660 


10 


cGTiUALJLlv yiTlfflULTT AGTGGAATAT CTQCAGCATA TTCAATATCA AGTCTGAA 
(2) INFORMATION FOR SBQ ID NO: 721: 


718 


IS 


(i) CHARACTERISTICS: 

(A) L£2*7IH: 695 base pairs 

(B) TYPE: nucleic acid 




20 


(C) STRANDECNESS: single 




(D) TOPOLOGY: linear 
(ii) M3LECULE TYPE: ENA (genomic) 




25 


(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1472RP 




30 


(xi> SEQUENCE DESCRIPTION: SEQ ED NO: 721: 




\ 35 


GATCTATCTC CCAQCTTAGA G^XGTOC GGATGTAAGT GATACCCAGA CAGCCAATGA 


60 




TACIGGTCAA GTTTTGTAGT TITATAAGAA AACATATATT AAACGOCTAA AGACAGAAGG 


120 


40 


OGAAAAGCCC GACTTi'i'A'lU GGCGTAGAAG TCGTGAAAAA GGCGAAAAAC TATATTTCCA 


180 




CTTAGGO.TC C1LV1TCCTC ACGTAAACGC GCA1CATCAT ACGCCTTCTG TGAGTCAAGA 


240 


45 


COCTACGAC ACGCCGTGCA TICCCTCATA CAACCTTGCC AACACATGAT CATGTCCAAG 


300 




GATATTGCTA GGACCCCAGA ACTGTCGGAA CGAGACAAGT ACTTCGTTGA CCAGCGCGAT 


360 


SO 


nu_l«.lMC AAGAAATCflC CTGCAGGTTA GACTCCATCC TGAACAACTT AAATGGCCTG 


420 




AATATTTCCC TGGAGAACTC CATCQCAGTA G3CAAAGAGT TTGAGAGCGT GTCCGAGCTT 


480 


55 


TOGAAUiiUr ACTO3CGAM: GGAGCGGCTC CTGGAGTTGC CGCAGCCAflC 

984 


540 


>4SOOCJt> <£P 
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CCGTOJYCTC AGGACCTOOC CWTTCftOCCC GTOOCCGCOC AGCAGAATQC TOCP00033C 600 

5 AATAGTGACG CA<XAGCGCC ATO3CAGTOG CGTTTOCACT CTCOCCTGGC TTTACACCCG 660 

TCOCCCACA TIQCQCTCTA CTTTTA'KTIG TCA1T 695 

70 (2) INFOPMATTGN FOR SEQ ZD N0:722: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 719 base pairs 
1£ <B) TYPE: nucleic acid 

<C) STRANDEDNESS: Single 

(D) TDPOtGGY: linear 

20 (ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1472UP 

2S 



30 



35 



40 



45 



SO 



55 



{yd) SEOJJENCE DESCRIPTION: SEQ ID NO: 722: 

GATCTCGATT GAATGCCAAT CAAGGTTTAT COOCGTCACG GG?*33TATAA OGACTTGTA 60 

ACGACTTTTG GTAAGACCCA CGGTGAGGAA CtATAGCTGGT TTAGCAGCGA CGATGAGAAC 120 

CACGGCAGAC CAGTTAGOGA CGACACAfiCC AAACHZAGCC TGftGCCAAGA IXXATGCAGC 180 

GAATTACCQG AGGAGACGAT AGGTGDGAAT AGAAAACGTC CO303GAOCG AACGCAGACG 240 

GATOCGGTGT GGGAGl'l'ICT 03AACX33C03 GCATCG333C AGAAOCGGAG AAGACGAGCA 300 

ACATOCGATT CTACAGAATA TAGAGAGAGT COCAGTCAAG AGTTTCTAAA COCTGTCAAC 360 

GTTGTQOAGG GCATAGTGTC TTCTCTCAAG CCTGCAAAAG ACGTAGTIGA CCACTGGOCG 420 

GAOZTTGAGG ATGTGCCAGA C^TCGGGOC AATAAOGGGC AGGGGGTCTA TGGCAAAACA 480 

AGAACATGCT TOCAAAAGCG GAAGAGGATT CTGACAOCGA ACCTGCTGCA CATGAGTCTG 540 

ACGAACCGCT COCAGGGCG ACGAAGCACT ATCGCGGCAC TTTAATGAGC TGOGTACGAT 600 



985 



20 



25 
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G3333KJfiCT CTTAAGTACA COSAAGATCT QSflCTTEATA TIUICCGACA ACICCA3GAC 

CAIAGAOGCA CCACATOCTG CQCTTGIGTC TGGA37*TCAT CAACAAOGA 
(2) ZHTORMATICN TOR SEQ ID NO: 723: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 675 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEOvESS : single 

(D) TOPOLOGY: linear 

<ii) M3LDCULE TYPE: ENA (genome] 

(vi) ORIGINAL, SOURCE; 

(A) ORGANISM: PAG1473RP 



660 
7X9 



60 



180 



240 



(Xi) SEQUENCE ESSCRIPTTCN: SEQ TD NO:723: 
GATO3CATCA TG^CAC CAMOXGAC GTCTOCGCCG CGCCCAOCCC CDCCOOGCIC 
CAOCXXTOOC ACGCOGAGAC CQGOGAG3AC TACATOCTOC TO3ACG0CGG CA^GCOGCG 120 
C^CGCCOXG CCCT3CTCGC CQCCGIQ03C QIACQCTACG ACQOCGCCGC TGCCGCGCCC 
35 QKGCGCKX: OOCTO33CTA COX3CTOCTC (JITOCGOGCA TOmiAACGT CQGCAAGTCC 

KJJCKZJVCA ACTO3CTm3 CHOCTDCQa; ^XXXXXXIX CCGCCAAGGT CGCCOCCACC 300 

cocgcocacc ox^cgtcac cotx-eact- agtcaoigog tgcgoatcgc cgatcsccgc 36 o 

OCO^CmCT ICATCCACGA CAOTCOG0C GICXXXCTOC CCGC33GOGC CTCCTCCGTC 
45 O3CO3GA2O0 TOXCCTTOC TCTOX033C TGCGICOQCC CCGCCGTOJT CGACCOGGTC 

ATCCAGGOCG ACIACTGOIC TAOCTCCTCA ACCTPCAGSG CCTOGCCCCC TCCTACG0 
CCTACAGCCC CCXX^CCAAC GAGATCGOOG OTTOCTCGC CGCXXTTCTGC ACCCGCCACC 

«xrraarrc ogagaoooca gocgcotgc actoocttgc catccoggcc cogoxctct 

«XTCGAACC Q3AAG 



420 
480 
:oo 540 
600 



55 



560 
675 



"SOOCIO: <EP 0BS6129A2 I > 
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(2) INFORMATION FOR SEQ ED NO: 724: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 703 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDELMESS : sirigle 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DMA (generic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1473UP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 724: 
GATCTAGACG GAGTTATTAT GOCX3CGOCAC CICCAGCGAC TGATACTCAA GAATGTGCGC 
TCOGTGCGGT OX7IGGAGGTT CDGAGAGATC CAOGAAATTA CQCIAGATCC TAATACGTTT 
ACCAAGAAAC AGOGCTTTGT G3GAACTATA CACGGGCCAG ATCAGGATCG GGTQGAAGTG 
C03CAGATAA ACAGQQCTCT CATGftGTCAG GACACATACT TCCACTTTGA TACICITTTG 
AQ33CCAQST TCCAGAACCT CAACTACATC AGICTGCACA ACGTTTCCGA GGAAATTACT 
GGCATCATAG TGOCTCACOG ACTGTAJTOC AATO3333CA TCAOCA.TTOC KX3CTODGTC 
GTCAA03333 TTTJTAATGAT CTAAACTIGC C03GAIATCC CTATTGAGAA 20IAAACW2A.T 
GGGTGAflGTT ATACATAGGC GOGGAAGAAG COGCTTGAAT ATTGATAGAC OGAATAGTGC 
GATCAATGTA ATTAAATAGA TAOGTTACAG CCCTACCGGG CTGGCATTIG GTCQGAGATT 
OGTCTGOCTC TACCAAGTCA QOZAGTTACC GGAG3GTGAA GTAGTAGGAC ATCATAACTC 
ATAAAAAACG TTACATTCGT TG7GCTTGTC GGGAAATCAG TAATCATGCA GGTGOGTOGT 
GAAACCGAAG GAAAOGTAAT GGGGTOGAAT AAGTAAAAGA TOO 
(2) DEFORMATION FOR SEQ ID NO: 725: 
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(i) SECUENCE CHARACTERISTICS: 

(A) LENGTH: 716 base pairs 
s (B) TYPE: nucleic acid 

<C) STRANDECNESS: single 
<D) TOPOLOGY: linear 

10 (ii) MOLECULE TYPE: ENA (gencrnic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1474RP 

75 



20 



25 



30 



35 



(x±) SECUENCE I^SCRIPTIGN: SEQ ID NO: 725: 

CA1CGTTCAG TTTAATCACC TGGGACGCAC TOOCTTGCGG TICCAGCACT GCCIGAAACT 60 

TGCOCAGGCG TTGCATCACG CCATTAAGCT CCTGTACATC GGGCTCGTGC TGGGCCTCGA 120 

GCTGCAAGCG CAGTTCAGCG CIGATAIGCT TCCCGCCCGG IGTAGACATC TCCGCCAAGC 180 

TAGQGTAGCT GCCCGACCGC CGCAGCGGCG AGCTOGGCX3C GCCCTIGTCA GCOSTCrTCT 240 

CTGCCCCCAT TACTCGOCGT ATCATCGTCT CmTCCCGCC CTTTGCCATC ATCCGTATGG 300 

GTCTGTTGTA ATCGTCAATT ACCGCACTCC ACTCCTCGTC CAGGTCCGTA AAATACTTGT 360 

CTITITTGCC GCCAGOGTO3 TTAGACCCGC CCCTGGTGTT GCTCCGAAQC GGGCICAAGT 420 

GCACGCGGCG GTCOCTGCTG CTGTGGCTCG ACAGGGACGC TGCATAGTCT GCGACCTCCT 480 

CATCQCGCTA ATATTCCCAT CGCTftTCTOC AGGCTCCAGC GATGGCGACG CCAGCTGATT 540 

CT^ACTTCGCC GATGACGGCG TCTTCTACGA CTTCATCAGC GAGOCCACAA GCGACGAAGA 600 

TGATGAATTT GACTTTTGGT ACATTTCTTT GGACCCATTC CCATIATGGG GAACCGTCCT 660 

so GATAGCCATC ACAATGTA1A GCTCQCTACT CTGAACCGCG TGQCAACCAC TQCAAC 716 

(2) INFORMATION FOR SEQ ID NO: 726 : 
55 (i) SEQUENCE CHARACTERISTICS: 



40 



45 



«SOOCIf> <FP 08661 29 A2 I > 
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to 



(A) LEI*?IH: 699 tase pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY- : linear 

(ii) M3LECULE TYPE: INA (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1474UP 



IS 

{xi) SB^JEMZE DESCRIPTION: SEQ 3D NO: 726 : 

20 GATCGAATTC TOOtfXCCA GTSOITOX-T ATEftCAOSIT TGCCATAGTA TGATTAGAAC 60 

OGTAAAGCCC AAGAATGCCA CZJJOCAAGAG A3CTCTOGAG AAAAAAGJOZ CGAAATIT3RC 120 

25 QGAGAACGTG AAGCAAG037 TTTTAATTCC TGGCCAAACT TCGAATAAGC TCTTGCACGA 180 

TGTTATGGTG GACCTTOTIG GACTCAAGAA GCCTGATCTC AMXQCTTCA OQ0GGAAGAA 240 

30 CGAGCTTCGT CCGTTTGSOG ATGGJnOGGG TGTOGAATTT CTCAGOGAGA AGAATGACAG 300 

CTCGTTGGTG GTOGTOTGCT CCAACTCGAA GAAGCGGCGC AACAACITGA CATTCATAAG 360 

35 GACGTTT033 TACAAGGTTF ACGACATOAT CCAQCTGCAG ATTGCAGAGA X^TACAAATT 420 

GCTAGCGGAC TTC033AAGC T^ACGTTTGC AGTGGGGTTG AAACCGATGT TTICCTTCCA 480 

AGGTGCGGCA TTOSACTCTC ACCCAGTATA CAAGCACGTC AAGTCTTTGT TCCTCGACTT 540 

CITCCGCmr GAGGTGACCA AGCTCCAAGA a^TTGCAGOS CTTCA3CATG TGATAGCAAT 600 

GACGATOCAG GGOGACTITG W3GATGGCGA GCCATTOOOC AA03TOCTTT TCU*JL?11'1A 660 

CAG3CTTAAG ACGTACAGAA GCAGCCAAGG TGGTAAGAA 699 
(2) INFORMATION TOR SEQ ID NO: 727: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 749 base pairs 

55 

(B) TYPE: nucleic acid 



40 



45 



50 
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(C> STRANDEENESS : single 
(D> TOPOLOGY: linear 

(ii) MOLECULE TYPE: im (gencmic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1475RP 



15 (xi) SEQUENCE DESCRIPTCCN: SEQ ID NO: 727: 

GATCCGftCCA ACGAGOGCAT CTGC2*XCAC ATOGTPGATA ACCICTCCAT GATCGACGAA 60 

20 ACCGAQ3W33 ACCAG33CX3C AAAGASG3GC (XCTITGCIG TTIGAAGCCG GA1CC7X3COG 120 

OSTTCAAOCG TAAATACTCT TATM3CC^3C ACGCCN300G COOOCCOSTT CCIATGTMJT 180 

25 CCraZAATCG CICOCTIX3CT AGCCGCACGA TCACW3AAIA CAQCTACTTT ATOCTAAATC 240 

CACTCCTATC AAAATATCCA GOOGCGACAT T ICT ICICT 3 TCTOGTO33A TGT03D33TC 300 

GCeATTOTGG ACT?G33CCG CAAC3CGGAC M3CGMXACA Q3TOXCATC ACA3CTOCCG 360 

GTCCCGTGTC CGTCCCTO3A ATCCIC3CTCC AAGCCCTTCT OTICAAAGCC ^XCAAQCTC 420 

CXX-IOICTGA TOGOGTCCTC GACCGCTGCG TCCAOCAAOT CCTOTAT33 AICT30GCCG 480 

ACX3CTICT03 Q33CCGCAG3 CGTTGTGTGA AOCCAGTCGC AC&3AGAG33 TCTCCOK7IT 540 

AGCGCAACAG TCTOCCOGCC OCATO33CCG CCGTGCCGAA TOCGTGCOGG 600 

TTCATGTAAT TCCT3XCTC GTCCGATGTG TATTOTCTCT GCGAftCQ33A AATCG333AC 660 

GCAG3AACGT TCGCCTCGCC GCCATCGTTC TCGCAQCTCT TCGGTTOOGG CACCAAAGCC 720 

TOCTTCTOCA GCATCCOCCC TGAGCCGTT 749 
(2) INFORMATION FOR SEQ ID NO:728: 
(i) SEQUENCE CHARACTERISTICS: 

(A) length: 740 base pairs 

(B) TYPE: nucleic acid 
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(C) STRANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) M3LEEULE TYPE: CNA (gencndc) 

(vi) ORIGINAL SOJPCE: 

(A) ORGANISM; PAG1475UP 



(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 728: 

GATCTTCGGT CDOGAGTACG GTO7ICTCTT G3AGATATNA COOGCACCG CAftCIGTATC 60 

AAGCEAACCA ACACAGTKOG CACDCTTTTC GAGCOGAGCT CAGGQGCGAG GTGAAZXHAGC 120 

TCTGAGACWS iVZA3ACOICC CTTGTITIAGA AGTAOZTCAA TAACAOGICC GGCICGCTGG 180 

T^XAGTGTQG ATACOGGCIAC CTOCGCAGCA CGCTOGTTTT CXjACTTGTCC ACCTGCAGCA 300 

OXATAGATC CmTGATm ^ 

GAAOGCAATA CTCGCTAGTG CTAGTTOCCA CCTAAIATCT ATCTCATOGC CCATQGAGCA 420 

4BQ 

CAGTTCITOG TCAOGTCTTG CTCACGTGAT TTTACCCQ3C CO^AATA TCQGoTTCTC 540 

AGCGO3S0GA OOGAMY CTTCCTGTAT CATAACAAAC CAGCACMGC OGTAOS^OCT 600 
ATOGGCAGAG TCCCAATACC CTTGCTaCTG TTGACATTAG GTGGTTGAAA TGAGTGTCTC 



-nTAGTGGTT AOCAAGACTG TGGCGACAGC CACATTGGGG ATCTACACCG 



(2) INFORMATION FOR SEQ ID NO: 729: 

(1} SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 707 base pairs 
<B) TYPE: nucleic add 
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Q3ATGGTGGT 720 
AACGCGGCAG TTGGTCCTTC 
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(C) STTCANDETNESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE: INA (genonic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1476RP 
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75 SEQJENOE DESCRIPTION: SEQ ID NO: 729: 

GATCGEATCG CTAACTGTAA TATCGAAAGA AOCAGAGACA TCCCGGAAAA ATCACATCTC 
^ ACTCACACTC TTCAACAAAT CATAAGAAGA AAAGEATGTG ACTAATCCTr GCAGAAAAAT 

AAATTOOTO C7TACCAGTAA QCGATGTTAG TAO33TO0CA TOQ2ATICAA TAAATCGTAA 180 
25 GACATAOGTG G3IGGTATCT CGA3T3CTTTT GAGGTACGCA AAAATK333C CATATAAAIC 

GATT7TTCAAT GvTTAQCCITr TOOATATOGA TPOTTCAAGA AGTCTGITTA TAAGTTCTIT 
30 ATCAGAATGC TOCATAGACT GATOCAGGAG AGCACTEAGC ACATOOCCTT TATTCCIMG 360 

ATAGAGCAAA TATTCTTTGA AO3AAO0TO5 GTCTTTCCOG AAGICAQGCT TCATACCATA 420 
35 AAGGTACATO TATAGATTCC TTODGACATC CATATCCTCA ATRCTOCTIT CAAQGATCGO 480 

AAG3TAAAAT TOCJ2AQ3AAA AITO333EAC CCAOGAATOO TGTPGAAATT GOGTCCAGAG 540 
A0 TITGTATQCT GICTIQ33GT G7TIDCTTGC GAO330CAAC AGGAAGTTOG GACAGAACCA 

G33TCTGACA GGGAATCAAG ACCATCTGTT GAOOGAATTT GCXJIGAGAAG QOGATCAAGC 
45 AGCTTCACAG CAACTTCOAG GGAATCTAAG CTGACAAGCC CAGOTAC 

(2) INFORMATION FOR SEQ ID NO : 730: 

50 U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 635 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDETNESS: single 
55 (D) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: ENA (genonic) 

5 (vi) ORIGINAL SOURCE: 

(A) ORGANI34: PAG1476UP 

10 

(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 730 : 

GATCTGAAAC TAACAACAGC AGTOOGTGAA CCAAGAGGCA TIGGAQ3CGT ATCACGGCGT 60 

GTO3CAM33C AAGTACACTA TC033TCGG COG?£CAAC ATGftGCTTIG TGAfiCGACCG 120 

CGAGGACATC TACTCGA1GT GTITGA033C GTGCTCGAtt: TIGATGAAGA ACTACGATAT 180 

CAACCCGGAA AQCAICGGCC GCCTCGAG3T G3GTAC3GAG ACGTIGCTIG ACA?*STCGAA 240 

GTCOGTGAAG TCTATJ.TIGA TGCAGTIGTr 033CG&3A?C AGCGACTTO3 AG33T3TCGA 300 

TACCGTGAAC GCCK3CTATG Q33GTACTAA CGCGTIGTTT AACTOCTIGA ACTGGATIGA 360 

GTCCAGTTCG TGGGACGGTC GTGAOGCAAT UbTMTjyr GGTGACATC3 CAA1CTACGA 420 

CAAGGGTGCC CODCGGCCCA CTT33CGGTGC GGGAACTGTC QCTCTCCTGA TOGGTCCAGA 480 

COCCCCCA3T GTCTTIGACT CTO3TACATG GAGCACXTTCT ACG£CTTCTA 540 

CA&3XTGAC TTCCGCAGTC AGTATOCATA CGTGGACGGC CACTICTCAC TAACATGCTA 600 

CGTXZAA03GC anOGACCSG GCTTACCGOG CCTTA 635 

(2) INFORMATION FOR SEQ ID NO:731: 

45 U) SEQUENCE CHARACTERISTICS: 

(A! LENGTH: 719 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDECNESS : single 
50 <D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencmic) 

SB (vi) ORIGINAL SOURCE: 
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(A) ORGANISM: PA31477RP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 731; 
GATCTTIOCG fCOSfCCPCT CTOCAATCCA AGAA3ACTAG AGGACITGTC TA«3ACAACA 
AAOTTTATAA 03AGACTICT O^TTTTAC CGTCCTTTTC GA.TACD3ATT CICGACAGTA 
TATICAAAGG CCAATAAOGC CAAACAATAC GTIAAAGTTC QOTOCCAGIT TTICAACACA 
CISCTACAAC ATIATGAGOG OffiAAA«3ro CTTCTAGATC AXAGCAAAAT CATTCCTCAG 
CIUXCAGTA CTCICTATAA QGCEATGGAA GQ3CATATTT TAOCCAGTAA GTICTTCICC 300 



ICrraXCIt: TCCAGAATAC CTTATOICCC TCCTACTICA AATTCCTCOG ATTOCTAATC 
AAATCTAAG3 AAGGAATCAA TATAITAGAA AAATCGAACA ICTTCACTCTT CA1CTATAAA 
AT^ITICAGC CATCAOODCT AGD33AAGAA TATTICITAC TCATCCTTCC AGAGTICSGAC 
CTCICTCACA Q2ATACATTG TAGGATTATT TITAOCAAAG CGCTACTCCA CAGTAGAGAA 
<?TCATAAGGA TCAA1OTAC CAGG3TITTA GO03AAATGA TCAGCAGCGT CAAATTATCT 
GATCCCACIC TGGAAGAGTT CMTTTIAAAC TOG CTCAGTPoTA CGATTCATCG 
AGIGAAGICG TAGCAGTOC CGAOCAGATA CTGTACCATT ACKJITEAAG TCAAAGTAT 

40 

(2) INFORMATION FOR SEQ ID NO; 732: 

(i) SEQUENCE CHARACTERISTICS: 
*s (A) LENGTH: 726 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 



(ii) MDLECULE TYPE: DNA. (gencmic) 

(Vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1477UP 
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(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 732: 
GATCCGAATG TOCTTAGTCT GTQ3GAAGGA ACCGATGGTG GIGGTTGGGA. AIAGCGGGAG 60 
CTTGAAAATT QGCIGCTGCT OCTIGAGACG CICCCCGAAT GGTGOGGCTC TOTTCGATAG 120 
CTTCTCGTIC AAACCAGCAA CACGTCCTO3 ACAGCAGGAT OGTTCGTGAT 03CAGAG0CG 180 
Q2ACGCGCAG GAATOGAGTC TGCATTTGCC TTCAACTCAG AGGAAAAGTC TTOGCCAGAA 240 
GCUrivrLAG OGAGGACAAC AACCTCATCC AGCTTCTGGG TTCCAAAAGA GAACCAGTCC 300 
TIGATCTCTG QCTCCAAGOC AGftCTOGTIT TCC2WJTCAA CTOGAGTGT3 CAACA^Ii^A 360 
GAGGAOGTOG CAACAATAAC G33GKXTCT CCTAGTTTCT CAATKXXTT AGAAATAGTG 
GCAGCCGACT TOGCGAAGTC ATTCTTCCAG ATCITTCTAC CGICAACAAC ACCTACAGAC 
AAOSACIGGT TITCGCCAAC OOCGCTAGA ACGTCGTOCA ACIGCTCT3G GTTICTCACC 540 
AAGTCGAAAT GTAQGCCAGC CACTGGAAGA TCCACAAGCG CCTTCAAGTT CGGAACGACT 
GTCCCGAAGT AGGTO3TCAA CACAATCTD3 AGAGACTTIT CCQCACCTAT ATGTTCATAA 
GCGGTCTTAA ACGCAGACTG TAOJrCCTCT GCAAGAICTA AGACCAACAC AGGCTCATCC 720 
AGCIGA 

(2) INFORMATION PGR SEQ ID MO: 73 3 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGIH: 675 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: DNA (gencniic) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1478RP 



420 
480 



600 
660 



726 



995 



10 



15 



20 



EP0 866 129 A2 

(xi) SEgUEMZE DESCRIPTTCN: SEQ ID NO: 733: 

GATCATEATC CATTTTATGA TATACACTGC TATCAAAGAC GAGCAGTCGG TAGTGAATAC 60 

ACAOCCQCTG GCAGACACAA OCAATGCCGA. GGATGAGGCT AGTGAGGACG 120 

GCTO3TTAGT AG2ACTO2AC ACAGCQ333A TGCTACTAGC GAGTGAAGAG (JIATTTEACC 180 

TGAGCTTTO3 AATATATAG3 TAGGTGATGA GCTTTACAAT ACGmTTCGC TAACAATCAA 240 

ATGCAGGAAC TOCTCAAGCT CTTTAAGTIC TCTAAAAAOS C7TATCAAAAA COGTTmcC 300 

AG<X3CTGTCT GCGTAAATGA CCT3GATTAT aSCATTOZAA TAGITOCTGC TCTTCAAG3T 360 

OK2ATCTATC ACQCCTTTTC O30CGAG3CT G3EACQCAGT TCGCTGCGIG GCAIXGCQGAG 420 

GATCTTGTCA AATAGGCCTA TCKSTTTSTT TAGOCTAGCG ATGTTCCCCT CACGAGCATC 480 

GA033TATCG OGeTCGCTTC GTTGTGGAAG CAGCTCGATG GAOGAACCAG GAACAATOTT 540 

CAAGACGCAC TCCE7EAACAA CTCTTTTAAC CAOCTCTAAG TAGTTTCTAT COTTATTCT 600 

ACCCAAAACA QGTCTTAAIA GGAGAAGGTC ACCATCSGCT CTATATTTAT ttTTTOGAAGT 660 

TQCTO3CTIG AG3CC 675 
(2) INFCRMATICN FOR SE£) ID MD:734: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 706 base pairs 
(B> TYPE: nucleic acid 
{C> STRANDELWESS: single 
(D) TOPOLOGY: linear 

<ii) rc>LECUI£ TYPE: EUA (gencttdc) 

So (vi > ORIGINAL SOURCE: 

(A) ORGANISM: PAG1478UP 
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<xi) SEX?JENCE DESCRIPTION: SEQ. ID NO: 734: 

5 GATCTGAGTA TCAAGATACC AIGAGCGATT CTT3CTCACT CT1GTACX333 ACTGCCCCO: 60 

TTATCCAAGT GCAGACAAGA TGCAACATOC ATACTGGCAG ACCAGGCCCT CTCGATCAIC 120 

*0 GAGTTOCITT AAGCAACATA GTAGGAG3CT TCGAAGGAGG AGTILTICGG CTACCTATGT 180 

AAGAGATGCA GCGGA1T33TT ACIGCKXJTC ACGTCCTAGA ATCATATACC ACQGAAAAGT 240 

' 5 GGATAICTTG CTTOXCTTT AGATATGGCA GTTTKXXIAC CCTACTTCAC ACAGCTGTAA 300 

CAAGGTTC5AC TAAGGATAAA CAAGAGCTAC TGTCAACGGG CTATCCATAC AATGACATCT 360 

GATCTAAT33 AGGTO3ACTC GGCCCATACA OCGGATGTTT ATAGCGCAAG CAAGGACAAC 420 

GTIGACAAGT TTCTCGA1CT GLTIU3CCAG GTCTCCAAGA CTACEATAAC ATTGGACTCC 480 

CGCTAToIGT G3AAGICTCT T03CGAGCTA A1GTCTT3GC QCAAGGAQOT GCAGCAGCAG 540 

ACCCTCACCA TCCTEATCAC GOTCCTATAT CCGGACGACT CGXATICAA GGIGOCATIG 600 

CTKX7IGTGG T3AACCAGAA CTCAAAAGCA GCGTCGAQ3A IGCGGAG3CA TTCCAGGGCA 660 

AGTACOCCGC AGACTTTATC AGCTGACTGC TGACGGCAAG ATTGAC 706 
(2) INPORMATICN FOR SEQ ID N0:735: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 695 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS: single 
<D) TOPOLOGY: linear 
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{ii) MXECULE TYPE: tNA (gencndc) 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1479RP 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 735 : 
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CATCCGCTTA CTCIXXQCAG GTKXXTOOC TCAATTITAT (XCQ30CCTC 

CAAGAACTOC AACXJGMGA G3AACTIOGT OX33CACT3S CATAAATIGT CBOGOOOG 
CXCTGTTGG CAGAACQCAT CCTIGCACTC TCCAAACTGC TGCACCTCGA ATTCQCGSVT 
CAAC«GCTGT ACOTCTACGA COGCATCTT Q3TAAGCCTC CTGCCTCX33G AGCGGTOGGC 
OCADajITTC TCGATGCATT CGTIGATCTC CTCTGTTAGG TOmJIUTC TCGTQ3XGA 
ATTCTO3AAA AGCCTO33X GCACTATCTC CCTOCCTGAA a3^XTTOr TCTCCITOIT 

caacTOjrcx; Tnrorws gcgagotgac tgatcatgaa tcaticataa m totit 
attccggagg ctgcottgc arrazAOTrr c^gtcaaat tuittcaacg cccictiata 

AG31CTITTC TOCATEATTA TaGCACEATG CCAflGATOCA GA3CTX33CAA TCTGGGATZA 

craGAccrcrr tgogcc*gca tcj^tkttc tiatatacac TO3cagtttg tcictcacac 

AAAGACGTAA AATTGGGACT A03AAAAQ33 AGTOGOCAAA CAAGTOGCAA ACGETGIAAA 
ACGATAGTST AmTTEATAC mTTAGTAAT TATCT 
(2) XNFX^MATICN FOR SEQ ID N0:736: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LEM7TH: 716 base pairs 

(B) TYPE: nucleic acid 

(C) STRANEEEMESS : single 

(D) TOPOLOGY: linear 

(ii) MDLEOJLE TYPE: ENA (genonic) 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: PAG1479UP 

(Xi) SEQUEL DESCRIPTION: SEQ LD NO: 736: 
GATCCGGGCA TIA033TGCC CATCTACGAG GAGGACATTG TCCG3GACCA OGGCG33ACG 
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GACGTAGACG COCAO^A G^J^T TCGTACCQ33 CGCG33CCGG aOTlCTCG 120 

aacacqctgt ccaacckxt tcccagtatc aooxxsugc 'iqcagcacaa crn^x 

CQGACQ333A AAGTCGCQCC GICTGCTGCG GACGCQGflCG 0333A3CCGG GTCTACCtjIX3 

^TO^G AGATG3CCO. CAGCATCAD3 CCITO3CA33 ACCTACATAA CGIGGIOGC 300 

^X^GC: CZATACGGQC7T TGZACAG3CA OX^CTTCGA OX^ATCGTA TACGTAT3JT 360 

TZT33ATACA C^CCAOCT QZAOCOZACA GK^AACC CIOZTACGOG C^I^AAT 420 

AATACTGTAT CTKX3CAGAT TACTICGCTT TCAAQZATGG GCCAGCTG33 AA<ZCCCQ¥3C 480 

ACX^ACA TCTGSACCAA CAATGQCTCA AGCOCOGCAG ATCCAA3CAG CAACATGCTC 540 

Aa^CAor toaocc^ 

Ai^a^AGz^mrixx ^ 

ATTTCTU33A AAAACGTACT CGTTCTCAAT CTAATGCITC TfiGCMATAC GCAGAT 716 
(2) XNFX^MATICN FOR SEQ ID NO:737 : 
(i) SEQUENCE CHARACTERISTICS: 

<A> LENGTH: 748 base pairs 
<B) TYPE: nucleic acid 

(C) STRANDEENESS: single 

(D) TOPOLOGY: linear 

(ii) MDLECULE TYPE; CNA (genotiic) 



(Vi) ORIGINAL SOURCE: 
45 (A) ORGANISM.- PAG1480RP 



so <xi) SEQUENCE DESCRIPTION: SEQ ID NO: 737: 

CA3CCTCTGA COCGACOCCT ATCCCAAGTT TATTCCAACT TCTIGCCGAA AQ3TAACAAA 60 
OCGTTTATIT ACAaGAGITT ACACATAACA CCOGAGAATG TTOM TOTOCATCCT 1 20 
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ACAA=iGCGTG AAGTACGATT TTTGTATGAA GAAC,AGCTAA I^GPfiCECAT TO7TAATTTG 
CTCCATGAGC Q^ITAXCTCA GCIT3GftTACT T0333AACTT TTAAACCGGG C l dTl GACA 
CCTO33AAAC ATAGTTCAAC T3ITJICCTCC CCTaTTCCOJC AA1CAGCGAC CtXCGCAAGT 
ACACAACCAA AC<X^AAACG TGCAGAAAAC ATOCTTGTCA G^CTCATOG TAGCCAAGCT 
AAAATTACTA ATTATGTCAG AGCAAGTCAA AQCTCTACCA (XTCA TCCTT TTCCACTICT 
TTAAGAAAGA AATCACATQC GGCAGCAAGT GAttGAACTTC; CCAGCATTGG CGAQGACICC 
CAAGATACAG CAACATO3A.T GACAACCTCT ACACAAGAGC CTAATCATAC CAAGTCTAGA 
CCCATTTTAA CCTTATTCAA TAATGAGTAT GAAGTOGTEAC AGCGGGAAAG AACOGAAGTA 
AATCTCACCA GCATCAAAAC TCTAAAGCAG GAAGTAGACG AAGATATOCA TAAGGGAATT 
AACAAGTGTC TTP3CAGATA TCAOCTATCT TO^IGTCGTT GATOCAACAA GGGGACITCC 
ATCTATACAG CATGGTTTAA AGTTATTT 
(2> INFORMATION FOR SEQ ID MO: 73 8: 

<i) SENTENCE CHARACTERISTICS : 

(A) LEU7TH: 727 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEENESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: ENA (genomic) 

(vi) ORIGINAL SOURCE: 

<A) ORGANISM: PAG1480UP 

(Jd) SEQUENCE DESCRIPTION: SEQ ID NO: 738: 
CATCCCGTCA TGGGATACAT AAACCACGGA ATCAATGAAA ACCTCGCTTA CCAACAGTTT 
GGATCTGTAC CGGAGAAGGG CTACTATATT CC1CCCACAA TATTTCTGGA CGTICCTCAG 
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